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Item Listing Version* 1 
Item Name Download Content 



us-10-723-361-3.oligo.rag 1 ; Down load I 


us-10-723-361-3.oliao.rai 


-.Downloads 


us-10-723-361- 
3.oliao.rapbm 

us-10-723-361- 
3.oligo.rapbn 

us-10-723-361-3.oligo.rpr 


Mlibwffldad^ 
^Dovvjih^g 


us-10-723-361-3.oliao.rup 


P^^iioal^l 


us-10-723-361-3.rag 

us-10-723-361-3.rai 

us-10-723-361-3.rapbm 

us-10-723-361-3.rapbn 

us-10-723-361-3.rae 

us-10-723-361-3.rng 


^Do^'l'oad^l 
^Jggj^lga^ 

IkSHBI 

MB.QWoloaajf 


us-10-723-361-3.rni 


?SDowhl6agM| 


us-10-723-361-3.rnpbm 
us-10-723-361-3.rnpbn 
us-10-723-361-3.rpr 
us-10-723-361-3.rst 




us-10-723-361-3.rup 1 
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GenCore version 5.1.9 

Copyright (c) 1993 



2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 

Run on: June 26, 2006, 06:19:16 / Search time 2871 Seconds 

(without alignments) 
9354.615 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-723-361-3 
13101 

1 MAI SSRLALWEQKIREEDKS PGTGRKDDDVAS IMKKYLQK 2568 



Scoring table: BL0SUM62 

Xgapop 10.0 , Xgapext 0.5 

Ygapop 10.0 , Ygapext 0.5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7.0 



Searched: 



5244920 seqs, 3486124231 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



10489840 



Post-processing: 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Command line parameters: 
-MODEL=f rame+_p2n. model -DEV=xlp 

-Q=/abss/ABSSWEB_spool/US10723361/runat_2 6062 006_06 1901_27734/app_query . f asta_l 
-DB=N_Geneseq -QFMT=fastap -SUFFIX=rng -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits - START =1 -END=-1 -MATRIX=blosum62 - TRANS = human 4 0 .cdi -LIST=45 
-DOCALIGNF=200 -THR_SC0RE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MODE = LOCAL 
-0UTFMT=ptO -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=20 0000 0000 -HOST=abss06p 
-USER=US10723361_@CGN_l_l_1147__@runat_26062006_061901_27734 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 - LONGLOG -DEVJTIMEOUT=120 
-WARN_TIMEOUT=30 - THREADS =1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP=6 -FGAPEXT =7 
-YGAPOP=10 -YGAPEXT=0.5 -DEL0P=6 -DELEXT=7 



Database 



N_Geneseq_8 : * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 



geneseqnl980s : * 
geneseqn!990s : * 
geneseqn2000s :* 
geneseqn2001as: * 
geneseqn2 001bs : * 
geneseqn2 002as : * 
geneseqn2 002bs : * 
geneseqn2003as : * 
geneseqn2 003bs: * 
geneseqn2003cs : * 
geneseqn2003ds : * 
geneseqn2004as : * 
geneseqn2004bs : * 
geneseqn2005s : * 
geneseqn2006s : * 



Pred. No. is the number of results predicted by chance to have a 
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score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match Length DB 


ID 


Description 


1 


13101 


100 


.0 


7707 


6 


ABN00011 


Abn 00011 Human gen 


2 


13101 


100 


.0 


7707 


13 


ACN63101 


Acn63101 Human GDM 


3 


13101 


100 


.0 


8117 


6 


ABN00010 


AbnOOOlO Human gen 


4 


13101 


100 


.0 


8117 
8117 


6 


AAL46722 


Aal46722 Human myo 


5 


13101 


100 


. 0 


13 


ACN63100 


Acn63100 Human GDM 


6 


10312.5 


78 


.7 


6470 


8 


ACC44301 


Acc443 01 Gene enco 


7 


7911 


60 


. 4 


4916 


6 


ABN00013 


Abn 00013 Human gen 


8 


7911 


60 


.4 


4916 


13 


ACN63103 


Acn63103 Human GDM 


9 


4799 


36 


. 6 


2953 


6 


ABN00012 


Abn00012 Human gen 


10 


4799 


36 


.6 


2953 


13 


ACN63102 


Acn63102 Human GDM 


11 


3717.5 


28 


.4 


7597 


12 


ADN00356 


Adn00356 Novel hum 


12 


3715 


28 


.4 


7557 


8 


AAD49607 


Aad4 9607 Human cy t 


13 


3692 


28 


.2 


6165 


14 


ADV43366 


Adv43366 Human psy 


14 


3640 . 5 


27 


.8 


6524 


10 


ABX70653 


Abx70653 Human cDN 


15 


3421.5 


26 


.1 


7072 


10 


ADE15680 


Adel5680 Human <?t~r 


16 


2626 


20 


. 0 


1946 


10 


ADC30382 


Adc 3 0382 Human no v 


17 


2561 


19 


.5 


1736 


11 


ADM02296 


AdmO 2296 Human cDN 


18 


2561 


19 


.5 


1736 


14 


AEC85226 


Aec85226 Human cDN 


19 


2294 


17 


.5 


1314 


6 


ABN15675 


Abnl5 675 Human crpn 


20 


2294 


17 


.5 


1314 


13 


ACN78765 


Acn7 8 765 Human GDM 


21 


2243.5 


17 


.1 


4714 


5 


AAS72285 


Aas72 28 5 DNA encod 


22 


2243 . 5 


17 


.1 


4714 


10 


ADC32253 


Adc3 2 2 5"3 Human nnv 

nvtu<j<i£i iiu.iua.li i iu v 


23 


2143 . 5 


16 


.4 


4941 


4 


ABL19103 


Abll9103 Drosonhil 


24 


2113.5 


16 


. 1 


5121 


4 


ABL29055 


Abl29 055 Drosonhil 


25 


2100 


16 


.0 


1465 


4 


ABA31219 


Aba31219 Probe #96 


26 


2100 


16 


.0 


1465 


4 


AAK38261 


Aak3 8261 Human bon 

nt*/\jy*iWi. iiuiuaii J*-/ uii 


27 


2095 


16 


. 0 


1246 


6 


ABN15714 


Abnl5714 Human apn 

i*Xj/A X *L «^ / ^ A XX IX 1 L I WX X X *M w X X 


28 


2095 


16 


.0 


1246 


13 


ACN78804 


Acn788 04 Human GDM 

ilvll / W U W ^ IIUIIICUI UUI 1 


29 


1620 


12 


.4 


934 


12 


ACH91928 


Ach91928 Human aen 

*»N'ii^ x^tiU iiuiuaii h^ii 


30 


1456 


11 


.1 


853 


4 


ABA64603 


Aba64603 Human foe 


31 


1456 


11 


.1 


853 


4 


AAI44773 


Aai44773 Probe #13 


32 


1456 


11 


. 1 


853 


4 


ABA31729 


Aba31729 Probe #10 


33 


1456 


11 


.1 


853 


4 


ABA40773 


Aba40773 Probe #19 


34 


1456 


11 


.1 


853 


4 


AAK50883 


Aalc50883 Human hnn 


35 


1456 


11 


.1 


853 


6 


ABS12849 


Absl2849 Human gen 


36 


1456 


11 


.1 


853 


12 


ACH91613 


Ach91613 Human gen 


37 


1394 


10 


.6 


4048 


8 


ABZ74530 


Abz74530 Secreted 


38 


1394 


10 


.6 


4048 


10 


ADC20955 


Adc20955 Human sec 


39 


1394 


10 


.6 


4048 


10 


ABZ68064 


Abz68064 Human sec 


40 


1390 


10 


.6 


1070 


4 


AAF23905 


Aaf23905 Human sec 


41 


1390 


10 


.6 


1070 


8 


ABZ73615 


Abz73615 Secreted 


42 


1390 


10 


.6 


1070 


10 


ADC20271 


Adc2 0271 Human sec 


43 


1390 


10 


.6 


1070 


10 


ABZ67209 


Abz672 09 Human sec 


C 44 


1385 


10. 


.6 


1065 


4 


AAF23936 


Aaf23936 Human sec 


C 45 


1385 


10, 


.6 


1065 


8 


ABZ73676 


Abz73676 Secreted 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 

Run on: June 26, 2006, 06:19:20 ; Search time 28880 Seconds 

(without alignments) 
8529.275 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



US-10-723-361-3 
13101 

1 MAISSRLALWEQKIREEDKS PGTGRKDDDVAS IMKKYLQK 2568 



BLOSUM62 
Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 0 . 5 

Ygapext 0 . 5 

Fgapext 7 . 0 

Delext 7.0 



Searched: 



6366136 seqs, 31973710525 residues 



12732272 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- M0DEL= f rame +_p 2 n . mode 1 - DE V=xlp 

-Q=/abss/ABSSWEB_spool/US10723361/runat_26062 006_061903_27749/app_query.fasta_l 
-DB=GenEmbl -QFMT=fastap -SUFFIX=rge -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits - START =1 -END=-1 -MATRIX=blosum62 -TRANS= human 40 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MODE = LOCAL 
-OUTFMT=ptO -N0RM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 -HOST=abss03p 
-USER=US10723361_@CGN_l_l_8328_@runat_26062 006_061903_27749 -NCPU=6 -ICPU=3 
-N0__MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT= 12 0 
-WARN_TIMEOUT=3 0 -THREADS=1 -XGAPOP=10 -XGAPEXT=0.5 -FGAP0P=6 -FGAPEXT =7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 



Database 



GenEmbl : * 
1 : gb_env : * 
gb_pat : * 
gb__ph: 
gb__pl: 
gb_pr: 
gb_ro : 
gb_sts : * 
gb_sy : * 
gb_un : * 
gb_vi : * 
gb_ov : * 
gb_htg : * 
gb_in : * 
gb_om : * 
gb_ba : * 



2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 



. ★ 
. * 

: * 



Pred. No. is the number of results predicted by chance to have a 
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score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


13101 


100 


. 0 


7707 


2 


C0615262 


\_V^O J. ZJ Ct \J £t 




2 


13101 


100 


. 0 


7707 


2 


AR456326 


AR456326 


Sequence 


3 


13 101 


100 


. 0 


8117 


2 


^ \^ U X J U 1 


CQ615261 


Sequence 


4 


13101 


100 


. 0 


8117 


2 




AR456325 


Sequence 


5 


13101 


100 


. 0 


8117 


2 


AX305149 


AX305149 


Sequence 


6 


13101 


100 


. 0 


8117 


5 


AY077700 


AY077700 


Homo sapi 


7 


13059 . 5 


99 


. 7 


8051 


5 


AB075376 


AB075376 


Homo sapi 


8 


13041 . 5 


99 


. 5 


8565 


5 


HSA31093 1 


AJ310931 


Homo sapi 


9 


10438 


79 


.7 


6363 


5 


AB042648 


AB042648 


Homo sapi 


10 


7911 


60 


. 4 


4916 


2 


C0615265 


CQ615265 


Sequence 


11 


7911 


60 


. 4 


4916 


2 


AR456328 


AR456328 


Sequence 


12 


7262 


55 


. 4 


4433 


2 


C072 9 692 

V: ' « ^ O ^ 


CQ729692 


Sequence 


13 


4799 


36 


. 6 


2953 


2 




CQ615264 


Sequence 


14 


4799 


36 


. 6 


2953 


2 


AR456327 


AR456327 


Sequence 


15 


3717 . 5 


28 


. 4 


7597 


5 


D86970 


D86970 Homo sapien 


16 


3707 


28 


.3 


7393 


5 


AB177858 


AB177858 


Homo sapi 


17 


3647 


27 


. 8 


7318 




AR026497 


AB026497 


Mus muscu 


18 


3645 


27 


. 8 


6479 


5 


AB177860 


AB177860 


Homo sapi 


19 


3645 


27 


. 8 


6479 


5 


AY703984 


AY703984 


Homo sapi 


20 


3640.5 


27 


. 8 


6524 


2 


AX717781 


AX717783 


Sequence 


21 


3580.5 


27 


.3 


7537 


5 


BC039612 


BC039612 


Homo sapi 


22 


3542 


27 


. 0 


6120 


2 


CQ724054 


CQ724054 


Sequence 


23 


2562 . 5 


19 


. 6 


1768 


5 


AK123936 


AK123936 


Homo sapi 


24 


2561 


19 


. 5 


1736 


2 


CS167736 


CS167736 


Sequence 


25 


2561 


19 


. 5 


1736 


2 


AXfi^^ft^7 

flAO O O 3 / 


AX833857 


Sequence 


26 


2561 


19 


. 5 


1736 


5 


AK095943 


AK095943 


Homo sapi 


27 


2375 . 5 


18 


. i 


288888 

u u u u V/ 


5 


I lwrtj X U J J Z 


AJ310932 


Homo sapi 


c 28 


2349 


17 


. 9 


298575 






AL08 0244 Homo sapi 


c 29 


2324 . 5 


17 


. 7 


175756 


12 


AC148076 


AC14 8076 Pan trogl 


30 


2303 


17 


. 6 


221507 


5 


HS407F11 

lien w / J. J. j. 


AL022329 


Human DNA 


31 


2294 


17 


. 5 


1314 


2 


CO630927 


CQ630927 


Sequence 


32 


2294 


17 


.5 


1314 


2 


AR471990 


AR471990 


Sequence 


33 


2212 


16 


.9 


6223 


13 


AY051503 


AY051503 Drosophil 


34 


2143.5 


16 


.4 


4941 


2 


CQ598137 


CQ598137 


Sequence 


35 


2113.5 


16 


.1 


5121 


2 


CQ613065 


CQ613065 


Sequence 


36 


2100 


16 


.0 


1465 


2 


CQ142796 


CQ142796 


Sequence 


37 


2100 


16 


.0 


1465 


2 


CQ178289 


CQ178289 


Sequence 


38 


2100 


16 


.0 


73844 


5 


HSBK109D1 


AL079300 


Human DNA 


39 


2095 


16 


.0 


1246 


2 


CQ630966 


CQ630966 


Sequence 


40 


2095 


16 


.0 


1246 


2 


AR472029 


AR472 029 


Sequence 


41 


2084 


15 


.9 


4190 


6 


BC046638 


BC046638 


Mus muscu 


42 


1456 


11 


.1 


853 


2 


CQ104600 


CQ104600 


Sequence 


43 


1456 


11 


.1 


853 


2 


CQ155418 


CQ155418 


Sequence 


44 


1456 


11 


.1 


853 


2 


CQ178799 


CQ178799 


Sequence 


45 


1456 


11 


.1 


853 


2 


CQ187843 


CQ187843 


Sequence 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: June 26, 2006, 08:28:12 ; Search time 28 Seconds 

(wit hou t a 1 i gnmen t s ) 
2095.263 Million cell updates/sec 

Title: US- 10-723 -361-3 

Perfect score: 13101 

Sequence: 1 MAISSRLALWEQKIREEDKS . . . . PGTGRKDDDVAS IMKKYLQK 2568 



Scoring table; 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



99297 seqs, 22845552 residues 



Total number of hits satisfying chosen parameters: 



99297 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing : 



Database 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

Published_Applications_AA_New : * 



/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_NEW_PUB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep: * 
/ EMC_Ce lerra_SIDS3 /pt odat a/ 2 /pubpaa/US 1 0_NEW_PUB . pep : * 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_NEW_PUB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


2327 


17 


.8 


457 


7 


US- 


11 


-293 


-697 


-3424 


Sequence 


3424, Ap 


2 


657 


5 


.0 


2215 


6 


US- 


10 


-505 


-928 


-310 


Sequence 


310, App 


3 


610 


4 


.7 


1008 


6 


US- 


10 


-449 


-902 


-46459 


Sequence 


46459, A 


4 


571 


4 


.4 


923 


6 


US- 


10 


-449 


-902 


-54978 


Sequence 


54978, A 


5 


532 


4 


.1 


783 


6 


US- 


10 


-449 


-902 


-47723 


Sequence 


47723, A 


6 


484 


3 


.7 


3113 


6 


US- 


10 


-505 


-928 


-325 


Sequence 


325, App 


7 


449 


3 


.4 


2871 


6 


US- 


10 


-505 


-928 


-100 


Sequence 


100, App 


8 


447 .5 


3 


.4 


863 


7 


us- 


11 


-293 


-697 


-3299 


Sequence 


3299, Ap 


9 


379.5 


2 


.9 


1328 


6 


US- 


10 


-504 


-973 


-32 


Sequence 


32, Appl 


10 


356.5 


2 


.7 


972 


6 


US- 


10 


-480 


-962 


-4 


Sequence 


4, Appli 


11 


345.5 


2 


.6 


1056 


6 


US- 


10 


-449 


-902 


-45516 


Sequence 


45516, A 


12 


337 


2 


.6 


726 


7 


us- 


11 


-334 


-351 


-2 


Sequence 


2, Appli 


13 


325 


2 


.5 


950 


7 


US- 


11 


-293 


-697 


-4492 


Sequence 


4492, Ap 


14 


321.5 


2 


.5 


2364 


7 


US- 


11 


-289 


-102 


-242 


Sequence 


242, App 
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15 


311.5 


2 


.4 


3256 


6 


US- 


10 


-505 


-928-357 


Sequence 


357, App 


16 


304 .5 


2 


.3 


531 


6 


us- 


10 


-953 


-349-20042 


Sequence 


20042, A 


17 


304 .5 


2 


.3 


561 


6 


us- 


10 


-953 


-349-20041 


Sequence 


20041, A 


18 


304 


2 


.3 


2478 


6 


US- 


10 


-471 


-571A-2278 


Sequence 


2278, Ap 


19 


303 . 5 


2 


.3 


795 


6 


US- 


10 


-449 


-902-44893 


Sequence 


44893, A 


20 


302 


2 


. 3 


696 


6 


US- 


10 


-449 


-902-28930 


Sequence 


28930, A 


21 


301 


2 


. 3 


62 1 


7 


US- 


11 


-293 


-697-4409 


Secruence 


4409, Ad 


22 


296 . 5 


2 


. 3 


980 


7 


US- 


11 


-289 


-102-296 


Sequence 


296, App 


23 


295.5 


2 


. 3 


763 


6 


us- 


10 


-449 


-902-45594 


Sequence 


45594, A 


24 


293.5 


2 


.2 


694 


6 


us- 


10 


-449 


-902-37380 


Sequence 


37380, A 


25 


291.5 


2 


.2 


1032 


6 


us- 


10 


-449 


-902-45139 


Sequence 


45139, A 


26 


291 


2 


.2 


1309 


6 


us- 


10 


-449 


-902-41054 


Sequence 


41054, A 


27 


288 


2 


.2 


844 


6 


us- 


10 


-449 


-902-56744 


Sequence 


56744, A 


28 


287.5 


2 


.2 


901 


6 


us- 


10 


-449 


-902-51640 


Sequence 


51640, A 


29 


287 


2 


.2 


519 


7 


us- 


11 


-293 


-697-4747 


Sequence 


4747, Ap 


30 


286.5 


2 


.2 


824 


7 


us- 


11 


-293 


-697-3569 


Sequence 


3569, Ap 


31 


286 


2 


.2 


9535 


6 


us- 


10 


-471 


-571A-4496 


Sequence 


4496, Ap 


32 


285 . 5 


2 


.2 


1919 


6 


us- 


10 


-559 


-415-2 


Sequence 


2 . ADDli 


33 


283 .5 


2 


.2 


1087 


6 


us- 


10 


-486 


-020-15 


Sequence 


15, Appl 


34 


279 


2 


. 1 


990 


7 


us- 


11 


-293 


-697-3896 


Sequence 


3 896, Ap 


35 


274 


2 


. 1 


788 


7 


us- 


11 


-293 


-697-4150 


Sequence 


4150, Ap 


36 


270.5 


2 


.1 


1205 


7 


us- 


11 


-293 


-697-2967 


Sequence 


2967, Ap 


37 


270 


2 


. 1 


1067 


6 


us- 


10 


-449 


-902-41164 


Sequence 


41164, A 


38 


269.5 


2 


.1 


1809 


6 


us- 


10 


-559 


-415-190 


Sequence 


190, App 


39 


268.5 


2 


.0 


1003 


6 


us- 


10 


-471 


-571A-4826 


Sequence 


4826, Ap 


40 


267 


2 


.0 


647 


6 


us- 


10 


-449 


-902-48454 


Sequence 


48454, A 


41 


266.5 


2 


.0 


602 


6 


us- 


10 


-953 


-349-11129 


Sequence 


11129, A 


42 


266.5 


2 


.0 


644 


6 


us- 


10 


-953 


-349-11128 


Sequence 


11128, A 


43 


266 


2 


.0 


1234 


7 


us- 


11 


-327 


-900-6 


Sequence 


6, Appli 


44 


261 


2 


.0 


624 


6 


us- 


10 


-449 


-902-54079 


Sequence 


54079, A 


45 


261 


2 


.0 


2186 


6 


us- 


10 


-471 


-571A-860 


Sequence 


860, App 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



June 26, 2006, 08:26:52 



US-10-723-361-3 
13101 

1 MAISSRLALWEQKIREEDKS . 



Search time 286 Seconds 
(without alignments) 
4159.216 Million cell updates/sec 



. PGTGRKDDDVASIMKKYLQK 2568 



BLOSUM62 
Gapop 10.0 



Gapext 0 . 5 

Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing : 



2097797 



Database : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

Published_Applications_AA_Main: * 

1: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 

5 : / EMC_Ce 1 erra_S IDS3 /p t oda t a/ 2 /pubpaa/ US 1 0B_PUBCOMB . pep : * 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB.pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 

Match Length DB 


ID 










Description 


1 


13101 


100. 


0 


2568 


3 


US- 


09 


-866 


-108 


-3 


Sequence 


3, Appli 


2 


13101 


100. 


0 


2568 


4 


US- 


10 


-723 


-361 


-3 


Sequence 


3, Appli 


3 


13031 


99 . 


5 


2566 


4 


US- 


10 


-080 


-334 


-162 


Sequence 


162, App 


4 


13028 


99. 


4 


2566 


4 


US- 


10 


-080 


-334 


-163 


Sequence 


163, App 


5 


3666 


28. 


0 


2039 


4 


US- 


10 


-473 


-574 


-18 


Sequence 


18, Appl 


6 


3600.5 


27 . 


5 


2035 


4 


US- 


10 


-080 


-334 


-160 


Sequence 


160, App 


7 


3572 


27. 


3 


1695 


4 


US- 


10 


-723 


-361 


-15753 


Sequence 


15753, A 


8 


3322 


25. 


4 


1581 


4 


US- 


10 


-080 


-334 


-159 


Sequence 


159, App 


9 


3322 


25. 


4 


1581 


4 


US- 


10 


-723 


-361 


-15754 


Sequence 


15754, A 


10 


3317.5 


25. 


3 


1596 


4 


US- 


10 


-080 


-334 


-42 


Sequence 


42, Appl 


11 


2892 


22. 


1 


1355 


4 


US- 


10 


-080 


-334 


-161 


Sequence 


161, App 


12 


2327 


17. 


8 


457 


4 


US- 


10 


-108 


-260A-3424 


Sequence 


3424, Ap 


13 


2135 


16. 


3 


1646 


6 


US- 


11 


-097 


-143 


-25896 


Sequence 


25896, A 


14 


2105 


16. 


1 


1706 


6 


US- 


11 


-097 


-143 


-40824 


Sequence 


40824, A 


15 


1620 


12. 


4 


311 


4 


US- 


10 


-029 


-386 


-33884 


Sequence 


33884, A 


16 


1302.5 


9. 


9 


1938 


4 


US- 


10 


-171 


-311 


-164 


Sequence 


164, App 
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17 


1302 . 5 


9 


, 9 


1938 


5 


US- 


10 


18 


1302 . 5 


9 


. 9 


1938 


5 


US- 


10 


19 


1302 . 5 


9 


. 9 


1954 


5 


US- 


10 


20 


1302 . 5 


9 


. 9 


1972 


4 


US- 


10 


21 


1302 . 5 


9 


. 9 


1972 


4 


US- 


10 


22 


1302 . 5 


9 


. 9 


1972 


5 


us- 


10 


23 


1302 . 5 


9 


. 9 


1972 


5 


US- 


10 


24 


1302 . 5 


9 


. 9 


1972 


5 


US- 


10 


25 


1296 


9 


. 9 


1945 


3 


us - 


09 


26 


1296 


9 


. 9 


1945 


5 


us - 


10 


27 


1296 


9 


. 9 


1979 


j 




09 


28 


1296 


9 


, 9 


1979 


5 


us - 


10 


29 


1285 . 5 


9 


. 8 


1976 




us - 


11 


30 


1280 . 5 


9 


. 8 


1976 




us - 


11 


31 


1273 


9 


. 7 


1961 


4 


us - 


10 


32 


1273 


9 


. 7 


1961 


4 


us- 


10 


33 


1268 


9 


. 7 


1999 


4 


us- 


10 


34 


1268 


9 


. 7 


1999 


4 


us- 


10 


35 


1256 


9 


. 6 


1959 


4 


us- 


10 


36 


1256 


9 


. 6 


1959 


4 


us- 


10 


37 


1247 . 5 


9 


. 5 


1960 


4 


US- 


10 


38 


1247 . 5 


9 


. 5 


1960 


4 


US- 


10 


39 


1247 . 5 


9 


. 5 


1960 


4 


us - 


10 


40 


1247 . 5 


Q 


c; 
. -> 






TT<3 - 
Uj 


1 0 

X u 


41 


1247.5 


9 


.5 


1960 


5 


us- 


10 


42 


1247.5 


9 


.5 


1960 


6 


us- 


11 


43 


1247.5 


9 


.5 


1960 


6 


us- 


11 


44 


1240 


9 


.5 


2056 


6 


us- 


11 


45 


1224 


9 


.3 


1960 


5 


us- 


10 



995 


-561-661 


Sequence 


661, App 


995 


-561-662 


Sequence 


662, App 


995 


-561-660 


Sequence 


660, App 


171 


-311-162 


Sequence 


162, App 


341 


-434-103 


Sequence 


103, App 


923 


-035-51 


Sequence 


51, Appl 


995 


-561-664 


Sequence 


664, App 


995 


-561-666 


Sequence 


666, App 


927 


-597-2 


Sequence 


2, Appli 


486 


-057-2 


Sequence 


2 . AddIi 


927 


-597-4 


Sequence 


4, Appli 


486 


-057-4 


Sequence 


4 , Appl i 


069 


-834-54 


Sequence 


54, Appl 


069 


-834-52 


Sequence 


5 2 , App 1 


028 


-248A-103 


Sequence 


103, App 


107 


-782-103 


Sequence 


103, App 


028 


-248A-107 


Sequence 


107, App 


107 


-782-107 


Sequence 


107, App 


028 


-248A-36 


Sequence 


36, Appl 


107 


-782-36 


Sequence 


36, Appl 


236 


-031B-62 


Sequence 


62, Appl 


028 


-248A-104 


Sequence 


104, App 


107 


-782-104 


Sequence 


104, App 


696 


-909A-49 


Sequence 


49, Appl 


530 


-171-17 


Sequence 


17, Appl 


009 


-554-27 


Sequence 


27, Appl 


069 


-834-50 


Sequence 


50, Appl 


097 


-143-4824 


Sequence 


4824, Ap 


805- 


-684-90 


Sequence 


90, Appl 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



June 26, 2006, 08:25:42 



US-10-723-361-3 
13101 

1 MAISSRLALWEQKIREEDKS . 



Search time 74 Seconds 
(without alignments) 
3037.549 Million cell updates/sec 



. PGTGRKDDDVASIMKKYLQK 2568 



BLOSUM62 
Gapop 10.0 



Gapext 0 . 5 

Searched: 650591 seqs, 87530628 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



650591 



Post-processing: 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database : 



Issued_Patents_AA: * 

1 : /EMC_Celerra__SIDS3/ptodata/2/iaa/5_COMB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_COMB.pep: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backf ilesl.pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 








Description 


1 


13101 


100 


.0 


2568 


2 


US- 


09 


-866 


-108A-3 


Sequence 


3, Appli 


2 


3572 


27 


.3 


1695 


2 


US- 


09 


-866 


-108A-15753 


Sequence 


15753, A 


3 


3322 


25 


.4 


1581 


2 


us- 


09 


-866 


-108A-15754 


Sequence 


15754, A 


4 


1320 


10 


.1 


1972 


2 


us- 


08 


-875 


-435B-4 


Sequence 


4, Appli 


5 


1319 


10 


. 1 


1972 


2 


us- 


08 


-875 


-435B-3 


Sequence 


3, Appli 


6 


1307.5 


10 


0 


1984 


2 


us- 


09 


-949 


-016-7111 


Sequence 


7111, Ap 


7 


1307.5 


10 


0 


1984 


2 


us- 


09 


-949 


-016-7112 


Sequence 


7112, Ap 


8 


1307.5 


10 


0 


1984 


2 


us- 


09 


-949 


-016-7113 


Sequence 


7113, Ap 


9 


1302.5 


9 


9 


1972 


2 


us- 


09 


-538 


-092-1084 


Sequence 


1084, Ap 


10 


1296 


9 


9 


1945 


2 


us- 


09 


-927 


-597-2 


Sequence 


2, Appli 


11 


1296 


9 


9 


1979 


2 


us- 


09 


-927 


-597-4 


Sequence 


4, Appli 


12 


1280.5 


9 


8 


1976 


2 


us- 


09 


-538 


-092-1078 


Sequence 


1078, Ap 


13 


1248.5 


9 


5 


1960 


2 


us- 


09 


-949 


-016-10872 


Sequence 


10872, A 


14 


1247.5 


9 


5 


1960 


2 


us- 


09 


-538 


-092-1077 


Sequence 


1077, Ap 


15 


1181.5 


9 


0 


1937 


2 


us- 


09 


-538 


-092-918 


Sequence 


918, App 
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16 


1176 


9 


. 0 


1857 


2 


US- 


09 


-917 


-254-91 


Sequence 


91, AddI 


17 


1173 


9 


. 0 


1944 


2 


us- 


09 


-949 


-016-10929 


Sequence 


10929, A 


18 


1170 


8 


. 9 


1935 


2 


us- 


09 


-538 


-092-916 


Sequence 


916, App 


19 


1169 


8 


.9 


1939 


2 


us- 


09 


-949 


-016-6925 


Sequence 


6925, Ap 


20 


1160 


8 


. 9 


1942 


2 


us- 


09 


-949 


-016-8135 


Sequence 


8135, Ap 


21 


1158 


8 


. 8 


1939 


2 


us- 


09 


-310 


-187A-1 


Secruence 


1 . Ann 1 i 


22 


1158 


8 


. 8 


1940 


2 


us- 


09 


-538 


-092-901 


Sequence 


901 Add 


23 


1156 . 5 


8 


. 8 


1939 


2 


us- 


09 


-538 


-092-917 


Secruence 


917 Add 


24 


1156 


8 


.8 


1963 


2 


us- 


09 


-949 


-016-8888 


Secruence 


8888, Ap 


25 


1151 .5 


8 


.8 


1939 


2 


us- 


09 


-538 


-092-915 


Sequence 


915. Add 


26 


1151 .5 


8 


. 8 


1939 


2 


us- 


09 


-949 


-016-11104 


Sequence 


11104, A 


27 


1140 


8 


. 7 


1938 


2 


us- 


09 


-949 


-016-6417 


Sequence 


6417, Ap 


28 


1135 


8 


. 7 


1959 


2 


us- 


09 


-949 


-016-8134 


Sequence 


8134, Ap 


29 


1051 


8 


. 0 


1886 


2 


us- 


08 


-938 


-105-3 


Secruence 


3 Annl i 


30 


887.5 


6 


.8 


1120 


2 


us- 


09 


-147 


-404-1 


Sequence 


1 , Appl i 


31 


837 .5 


6 


.4 


845 


2 


us- 


09 


-927 


-597-14 


Secruence 


14 AddI 


32 


831 


6 


.3 


852 


2 


us- 


09 


-927 


-597-12 


Sequence 


12 , Appl 


33 


816 


6 


.2 


849 


2 


US- 


09 


-927 


-597-10 


Secruence 


10 AddI 


34 


799 


6 


. 1 


1542 


2 


us- 


09 


-949 


-016-9215 


Secruence 


9215, Ap 


35 


664 


5 


. 1 


2058 


2 


us- 


09 


-949 


-016-6835 


Secruence 


6835 An 


36 


654 


5 


. 0 


2111 


2 


US- 


09 


-949 


-016-10199 


Secruence 


10199, A 


37 


648 


4 


. 9 


772 


2 


us- 


09 


-927 


-597-8 


Secruence 


8 AddI i 


38 


616 


4 


. 7 


412 


2 


us - 


09 


-270 


-767-41984 




419fi4 A 


39 


607 


4 


. 6 


864 


2 


us- 


09 


-248 


-796A-20612 


l*J Uvllv \^ 


20612 A 


40 


605 


4 


.6 


2548 


2 


us- 


09 


-172 


-422-1 


Sequence 


1, Appli 


41 


598 .5 


4 


. 6 


699 


2 


us- 


09 


-927 


-597-6 


Sequence 


6, Appli 


42 


578 


4 


.4 


1236 


2 


us- 


09 


-883 


-134-4 


Sequence 


4, Appli 


43 


578 


4 


.4 


1236 


2 


us- 


10 


-306 


-879-4 


Sequence 


4 , Appl i 


44 


568.5 


4 


.3 


1113 


2 


us- 


10 


-094 


-749-2206 


Sequence 


2206, Ap 


45 


563.5 


4 


.3 


1285 


2 


us- 


09 


-976 


-594-507 


Sequence 


507, App 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score; 
Sequence : 



June 26 , 2006, 08:33:37 ; Search time 462 Seconds 

(without alignments) 
5141.645 Million cell updates/sec 

US-10-723-361-3 
2568 

1 MAISSRLALWEQKIREEDKS PGTGRKDDDVAS IMKKYLQK 2568 



Scoring table : OLIGO 

Gapop 60.0 , Gapext 60.0 

Searched: 2849598 seqs, 925015592 residues 

Word size : 1 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 250 summaries 



2849598 



Database 



UniProt_7.2:* 
1 : uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 

Match Length DB 


ID 


Description 


1 


2043 


79 


.6 


2567 


1 


MY 1 8 B_HUMAN 


Q8iug5 


homo sapien 


2 


1821 


70 


.9 


2566 


2 


Q5TF64_HUMAN 


Q5tf64 


homo sapien 


3 


457 


17 


.8 


457 


2 


Q8N903_HUMAN 


Q8n903 


homo sapien 


4 


291 


11 


.3 


668 


2 


Q68D67_HUMAN 


Q68d67 


homo sapien 


5 


43 


1 


.7 


242 


2 


Q8C3H0_MOUSE 


Q8c3h0 


mus musculu 


6 


43 


1 


.7 


745 


2 


Q9D4I1_M0USE 


Q9d4il 


mus musculu 


7 


16 


0 


.6 


1972 


2 


Q4S1U4_TETNG 


Q4slu4 


tetraodon n 


8 


14 


0 


.5 


316 


2 


Q4TDQ8_TETNG 


Q4tdq8 


tetraodon n 


9 


13 


0 


.5 


831 


2 


Q4S8N3_TETNG 


Q4s8n3 


tetraodon n 


10 


12 


0 


.5 


1581 


2 


Q5QD01_HUMAN 


Q5qd01 


homo sapien 


11 


12 


0, 


.5 


1715 


2 


Q5W9F9_HUMAN 


Q5w9f9 


homo sapien 


12 


12 


0, 


.5 


2039 


2 


Q5H9U3_HUMAN 


Q5h9u3 


homo sapien 


13 


12 


0, 


.5 


2046 


2 


Q5W9G1_HUMAN 


Q5w9gl 


homo sapien 


14 


12 


0, 


.5 


2054 


1 


MY 1 8 A_HUMAN 


Q92614 


homo sapien 


15 


10 


0. 


.4 


201 


2 


O8 6010_SPHAR 


086010 


sphingomona 


16 


10 


0. 


.4 


201 


2 


Q37ST5_SPHAR 


Q37st5 


novosphingo 


17 


10 


0. 


.4 


254 


2 


Q74EN7_GE0SL 


Q74en7 


geobacter s 


18 


10 


0. 


.4 


310 


2 


Q6CXM4 KLULA 


Q6cxm4 


kluyveromyc 


19 


10 


0. 


.4 


319 


2 


Q82HH3_STRAW 


Q82hh3 


streptomyce 


20 


10 


0. 


4 


565 


2 


Q54M94_DICDI 


Q54m94 


dictyosteli 



http://es/ScoreAccessWeb/GetItem.action?AppId=10723361&seqId=547137&ItemName=us... 8/29/06 



SCORE Search Results Details for Application 10723361 and Search Result us-10-723-3... Page 2 of 5 



9 1 

Z J- 


1 n 


fi 4 

w . fi 


d y 0 


z 


/"v it KTtJT T 1 HO VGA 


99 
Z Z 


X u 


fi 4 
U . fx 


7 fi 7 


z 


rsCKTOTTfi fiDVCR 

yblNrlUu UKxoA 


9 7 
z J 


1 n 
x u 


U . ft 


XODO 


z 




Z *x 


i fi 

J. u 


fi 4 
V . ft 


1 Q fi Q 


z 




Z D 


xu 


fi A 
U . ft 


7 "7 C A 

z / o4 


z 


y4 I Xl»X_lblNU 


9 fi 
Z D 


Q 

y 


U . ft 


X Xz 


z 


ybM/Mb AbNIK 


7 "7 
Z / 


Q 

y 


n a 
U . ft 


XXb 


z 


vJobz/o AKAln 


O Q 

z o 


Q 

y 


fi >i 
U . 4 


lz j 


z 


Annn/ » nn tut 

Q6 XDB4_ARATH 


O Q 

z y 


Q 

y 


fi /1 
U . 4 




z 


Q2QPV3_ORYSA 


1 A 

J u 


y 


fi /1 
U . 4 


1 j y 


z 


Q5NBC7 ORYSA 


7 1 


Q 

y 


fi a 
U . ft 


1 A Q 

X4 y 


z 


C\ TiTXT A C r*l ADD 

yzWW4b LLiUBh 


7 7 
J Z 


Q 

y 


fi vl 


ID U 


z 


y^QNUz OKY&A 


7 7 


Q 

y 


fi A 
U . 4 


1 to 
IDo 


z 


yXJXUo HUMAN 


74 
.5 ft 


Q 


fi A 
U . 4 


1 P fi 
10 U 


0 
z 


ACPDVQ PDVm 7 

ybLFAy LKirV 




Q 

-/ 


fi 4 
U . ft 


1 P 9 
X O Z 


z 


o^pcnc novun 
yb\-.rlJb UKlrHJ 


7 fi 


Q 

y 


fi A 

U . 4 


1 O A 

Xo 4 


z 


VDABzU PKOAL 


7 7 


y 


fi A 
U . 4 


1 Q 1 

xy x 


z 


y4 /MLtz lrlbri 


1 p 
0 0 


Q 

y 


fi a 
U . 4 


1 Q Q 

xy 0 


z 


(Jo X J 0 j_UKOI v lb 


J y 


Q 

y 


n a 
U . 4 


xy y 


n 
z 




a fi 
4 U 


y 


fi A 

U . 4 


z X3 


2 


UiNbbz 9DELT 


A 1 

4 X 


Q 

y 


fi A 

U . 4 


z z 0 


z 


F/4X4U oYNxi 


4 9 
ft z 


Q 


fi A 
U . ft 


97 Q 

zz y 


z 


vJ4 0 r IYIz_I v 1cj I BA 


ft 0 


Q 

y 


fi A 
U . 4 


Z J J 


z 


U J X bL X_NA 1 PD 


*t ft 


Q 

-? 


fi 4 
U . ft 


97 1 
ZOO 


0 
Z 


yoAl\.4 4 UbbFb 


4 c; 

ft D 


Q 


fi A 
U . 4 


/jU 


z 


ybUUvb LAbBK 


4 fi 
ft D 


Q 

y 


fi A 
U . 4 


7 CI 
ZOO 


z 


AQT TO V A T>T3f\JJIT? 

y y vKi\.4_uKUiyib 


4 7 
ft / 


q 


fi 4 
U . ft 


9 fi 7 
ZD / 


n 
z 


y4AAoz_ynUKJv 


4 P 


Q 

y 


fi A 
U . 4 


7 Q 7 

z y z 


z 


Uoobjy AyUAb 


4 Q 

ft J7 


Q 

y 


fi A 
U . 4 


7 fi c 
J U fa 


z 


/~\ "7 C T 1 *7 ADVO A 

y/bvjl/ UKYbA 


bU 


y 


fi yl 
U . 4 


^ A C 

o4o 


z 


Qo 7M8 0_SYMTH 


b X 


Q 

y 


fi /l 
U . 4 


n ^- 0 
Job 


1 


MODC_VIBPA 


bz 


Q 

y 


fi /1 
U . 4 


*5 O C 

385 


2 


Q5E5P0_VIBF1 


JJ 


Q 

y 


fi /i 
U . 4 


Ton 


z 


Q4 0VR2_KINRA 


C A 
b4 


Q 

y 


fi /i 
U . 4 


/I "3 O 


z^ 


T 1 Aft TTTTHiTTV VT 

Q 1 3 1 0 9__HUMAN 


D D 


Q 

y 


fi A 

U . 4 


/I /I A 

444 


z 


y4XoW4 UIBZE 


t; fi 

D O 


Q 

y 


fi A 
U . 4 


vl T /I 

4/4 


z 


uyAXjyo_yALT(j 


D / 


y 


fi A 
U . 4 


OZ O 


z 


ybBX /o_bMbNX 


D O 


Q 

y 


fi 4 
U < ft 


COO 
DZ 0 


z 


fi/1 TaI TD 1 AOOOTT 

y 4 W J d X Ab rr U 


D2* 


Q 


fi A 
U . 4 


oz y 


z 


y4Ul v lXD_KXC-^ , b 


fin 


Q 


fi 4 
U . ft 


DZ 


z 


AQQTT1 MOT TO I? 

yy yju 3_iyiuubb 


fi 1 


Q 

y 


fi A 
VJ . 4 


c-jc 
JJJ 


0 
z 


yoBVLb UbBHA 


fi9 
Oz 


Q 

y 


fi A 
U . 4 


coo 
JJ 0 


z 


y4XLi^b METBU 


fi7 


Q 

y 


fi A 
U . 4 


D4 / 


z 


yoWJ\J\.4 LOKUX 


fi A 
04 


Q 

y 


fi 4 
U . 4 


C C Q 

boo 


z 


Qy8JH0_RHILO 


O b 


Q 

y 


fi /l 
U . 4 


c *7 *a 


z 


Q74DV0_GEOSL 


DO 


y 


U . 4 


574 


2 


Q4 CBE4_CL0TM 


fi7 
0 / 


y 


fi A 

U . 4 


ETC 

D / D 


z 


yoixjy mouse 


C Q 
DO 


Q 

y 


fi >i 
U . 4 


C O *7 


z 


Q92V59_RHIME 


fi Q 


Q 


fi A 
U . 4 


DID 


z 


y 0 UUo b_AuKl b 


7fi 
/ U 


Q 

y 


fi A 

U . 4 


ox / 


0 
z 


/^QOnT?>l OT_f THAT? 

Q92PE4_RHIME 


71 


Q 

y 


fi A 
U . 4 


fii 0 

D X 0 


z 


yzlvbb/ KrlXbl 


79 
/ Z 


Q 


fi A 
U . 4 


fi7 A 
Dz4 


z 


yjy 1 4 0 yKHuB 


77 


Q 


fi A 
U . ft 


fi9 C 
DZ D 


z 


UUz /X /_BUVXN 


7/1 
/ ft 


Q 

y 


fi A 
U . 4 


biJ 


z 


Q 7 CX J 3 _AGRT 5 


7 R 
/ b 


Q 

y 


fi A 
U . 4 




X 


Y 1 8 1 y_MYCTU 


7fi 


y 


fi A 
U . 4 


£ 1 Q 

o 5 y 


z 


1 *7 C f\ »*V7/"1 0 TV 

y / 3 Zb 0 MYCPA 


77 


9 


0.4 


639 


2 


Q7TZG9_MYCBO 


78 


9 


0.4 


663 


2 


Q7ULL7_RHOBA 


79 


9 


0.4 


682 


2 


Q4NLR2_9MICC 


80 


9 


0.4 


711 


2 


Q2 TAK8_HUMAN 


81 


9 


0.4 


716 


2 


Q4P695 USTMA 



QSnbul oryza sativ 
QSnbuO oryza sativ 
Q5tvz3 anopheles g 
Q7qhd4 anopheles g 
Q4tlll tetraodon n 
Q5m7n5 xenopus tro 
065276 arabidops i s 
Q6idb4 arabidopsis 
Q2qpv3 oryza sativ 
Q5nbc7 oryza sativ 
Q2wn4 5 Clostridium 
Q2qnu2 oryza sativ 
Q13108 homo sapien 
Q5cpx9 cryptospori 
Q5cfd5 cryptospori 
Q6ab2 0 propionibac 
Q47nl2 thermobifid 
Q6ij63 drosophila 
Q8i6p8 anopheles s 
Q3n5s2 syntrophoba 
P7414 0 synechocyst 
Q46fm2 methanosarc 
Q3iscl natronomona 
Q6ak44 desulfotale 
Q60uv6 caenorhabdi 
Q9vrk4 drosophila 
Q4axb2 polaromonas 
066539 aquifex aeo 
Q75gt7 oryza sativ 
Q67m80 symbiobacte 
Q87hn4 vibrio para 
Q5e5p0 vibrio fisc 
Q40vr2 kineococcus 
Q13109 homo sapien 
Q4i8n4 gibberella 
Q9al96 streptomyce 
Q5bl78 aspergillus 
Q4wjbl aspergillus 
Q4umi6 rickettsia 
Q99jj3 mus musculu 
Q6bvc6 debaryomyce 
Q411z5 methanococc 
Q6nkk4 corynebacte 
Q98jh0 rhizobium 1 
Q74dv0 geobacter s 
Q4cbe4 Clostridium 
Q811j9 mus musculu 
Q92v59 rhizobium m 
Q8ud85 agrobacteri 
Q92pe4 rhizobium m 
Q2k5s7 rhizobium e 
Q3gy46 silicibacte 
002717 bos taurus 
Q7cxj3 agrobacteri 
Q50614 mycobacteri 
Q73zs0 mycobacteri 
Q7tzg9 mycobacteri 
Q7ull7 rhodopirell 
Q4nlr2 arthrobacte 
Q2tak8 homo sapien 
Q4p695 ustilago ma 



hltp://es/ScoreAccessWeb/GetItem.action?AppId=10723361&seqId=547137&^^ 8/29/06 



SCORE Search Results Details for Application 10723361 and Search Result us-10-723-3... Page 3 of 5 





q 

27 


n 
u 


A 
. fx 


/ z *± 


o 
z 


PlilWPE'A 21QDPTT 


Q4wtf0 aspergillus 


83 


9 


o 


. 4 


766 


o 




W-7 xncfi 


Ctl cLXJXUULys X 0 


84 


Q 
y 


n 
u 


4 


774 


9 

Z 


H9DS97 MPTTPP 


y27poZ / 


iicurufapui a 


85 


Q 
y 


n 


4 


79 0 

/ ^7 U 


9 


H7Q0W4 MFTTPP 
y / Own 1 ! WDULK 


07 q 0w4 


11c ix x uopui CL 


86 


9 


o 


, 4 


791 


2 


Ofi7.IC^1 ORY^A 


UP Z J\D x 


OiyZd bdllv 


87 


9 


n 


A 
• ** 


OJ J 


9 


09 c ?nr\m TORAP 
V-/ OU1M J 1 WDnv, 


\£y 0 LXilJ 


rci rnh 1 an^ t" 
iiioULiaiia u 


88 


9 


o 


. 4 


837 


2 


MOT 19 F 




mi \ a mi 1 Q il 11 
llluo IllUbUUXU 


89 


9 


n 


B 4 


ft 7*} 


9 


O^TTVfiO MOTTQF 

yJUVDU rJW UOu 




mus muscuiu 


90 

y \J 


Q 

27 


n 


4 


O 27 D 


9 
z 


Oft! 1 T9 MriTTCF 


nft 11-59 
x xx z 


lllUfa ITIU0UU.XU 


91 


9 


n 


B 4 


9S1 


9 


n7PDT4 PT.AVO 


y /rai4 


Plasmodium 


99 

y 


Q 

27 


n 
u 


4 
• fi 


qcq 


9 
z 




o*3n ft- n 


mus muscuxu 


9^ 
y o 


Q 
y 


n 


A 


i nfti 

X U O X 


9 
z 


H^77Y4 9TPVP 


y D / ZXfL 


Cxypanosoma 


94 


9 


o 


# 4 


1 Oft R 


9 


04Tltfn9 fITR7P 

yi IIMOZ Ul DZjD 




/-^r -1 V\ V\ ^ v q Tin 

yiDDereiid 


95 


9 


o 


p 4 


1 1 Rft 

X X _> 0 


9 


H4KMM4 MOTTQF 
V" r\J T LLM fx riu u 0 d 


OA. Irmn A 
yfl it lull ft 


IWI 1 ^ FV11 1 f 1111 

mus muscuiu 


96 


9 


o 


, 4 


1227 


9 


09T.YF4 ARATH 


09 1 vfA 
V-7 XXX ft 


aioDlQupS X S 


97 


9 


o 


t 4 


1327 


1 
X 


MYH1 1 RAT 


yoo odz 


raLCus noxv 


98 


9 


o 


. 4 


1 1'* 1 

X O J X 


9 


OftfiTft^ HTTMAKT 


- yoo loj 


nomo sapien 


99 


9 


n 

\J 


# 4 


1 1*JC 
ijj J 


9 


V O XvttXN Q 1*1 U O £1 


yoKa.no 


mus muscuiu 


1 no 

J. \J V 


Q 


n 
u 


4 
. fx 


1 ^ 9ft 


9 
Z 


n^CnW) T17TMP 


OA a At»r^ 

yft S UWJ 


cecraoaon n 


101 


9 


o 


, 4 


14 77 
x *z 1 1 


9 


04T4 4*^ TRTKTf^ 


OA i- AA1 

yfi ufift j 


tetiraodon n 


102 


Q 

y 


n 


4 


i 7nn 

X / u u 


9 
z 




y -5 LDDZ 


mi 1 0 mi 1 0 11 1 11 

mus muscuiu 


103 


9 


o 


# 4 


1719 

X / X ^ 


9 


04nn97 T.RTMA 
yft^U^ / XJdXrXn. 


yftqay / 


leishmania 


104 


9 




t 4 


1 799 


9 
z 




r\ -3 lt Vi/l Q 

yjunfio 


mus muscuiu 


105 


Q 
y 




4 


1 ft 7 

X O J J 


9 
z 


OftOT£ft MOTTCP 


OQ nt-CQ 

youcoo 


mus muscuiu 


106 


9 


o 


. 4 


1 907 
j. y \j / 


9 


ORTTWR P.RAPF 


yo 1 cwd 


o X a c ny aan 1 o 


107 


9 


o 


. 4 


1938 


2 




yoswwD 


mi 1 a tvyi 1 e m 1 1 11 

mus muscuiu 


108 


9 


o 


, 4 


1959 


1 


run? v--ii x rv. 


PI 4 1 OR 
IrXft 1U J 


«a 1 1 1 1 a rfa 1 1 

yallub gaxx 


109 


9 


o 


, 4 


1959 


1 


MYH9 HTIMAN 
ninj nvji xnxv 


r j 3 D fy 


homo sapien 


110 


9 


o 


t 4 


1 9R9 

X J J -7 


1 

X 


Mvuq MHTTQP 

1*1 X n 27 Fl\J U O XL 


y 0 vciciD 


mi 1 0 mi 1 ami 1 11 

mus muscuxu 


111 


9 


o 


. 4 


1960 




Mvuq RAT 


OCT Q 1 O 

y bz 0 xz 


rattus noirv 


112 


9 




4 


1 9fi0 


9 
z 


your CjZ n ui v irii\i 


y 0 u xez 


nomo sapien 


113 


9 


o 


. 4 


I960 

X J 0 V 


9 


mTTHTT4 MOTTCJP 
vjunuf 1 T 1VJ U O Hi 


Q3uhu4 


m 15 days p 


114 

X X *± 


q 


n 


4 

. ft 


1 9£4 
1 27 Oft 


9 
z 


O Q"JC OO YT?MT A 
U27JOZZ AbiNLiA 


OQ"3 COO 

uy 0 dz z 


xenopus lae 


115 


9 


0 


4 


1 979 
x y 1 £t 


1 

X 


MVH1 1 MOT TCP 


or\ 0 ^ 0 0 


mus muscuiu 


116 


q 




4 


1 979 

X -7 / ^ 


X 


MVT-T1 1 DIPTT 


rob /4b 


oryctolagus 


117 


q 
y 




4 


1 979 

X -7 / £, 


9 
z 


OfiDIRA MOT TCP 


OQ Q A 


mus muscuiu 


118 


9 


o 


p 4 


1 974 


9 


H4TT0Q9 RPAPP 


OA 1 1 O 0 O 

y ftuu sz 


or ac ny aan 1 o 


119 


9 


o 


, 4 


1976 




MYH1 0 ROVTM 
runiv v x in 


OO TQQ1 

yz /yyi 


bos taurus 


12 0 


9 


o 


t 4 


1 97fi 

X -7 / D 


n 

X 


MVH1 0 WTTMAM 


P^ CCQfl 


nomo sapien 


121 


9 


o 


, 4 


1976 


1 


MYH10 MOUCP 


O^l Q7Q 
y O X O / 27 


mi 1 a mi 10^11 T 11 

mus muscuiu 


122 


9 


0 


. 4 


1976 


x 


MYH10 RAT 
nxm u ivn x 


09-i 1 1- n 

y -7 j x c u 


laLLUS noxv 


123 


9 


0 


, 4 


1976 


2 


0789A6 PHTPK 


y /027db 


gallus gall 


124 


9 


0 


4 


1 97ft 

X»7 / O 


i 

X 




T5 1 n C O "7 

FlUbo / 


gallus gall 


125 


q 




4 


1 9R4 

X -7 O *± 


9 
z 


n^Q7V5 MOTTCP 

yo 27 z»a j rovjuori 




mus muscuiu 


126 


q 
y 


n 


4 


1 9ft 

X 27 O O 


9 
z 


y/ 027/iD v^rixuxv 


OO Q O a C 

y / 0 yao 


gallus gall 


127 


9 




4 


1 999 
x y y 


9 
z 


n04ft"*4 YPMT Z\ 


Q04834 


xenopus lae 


128 


q 




4 


1 99*7 

X 27 27 / 


9 
Z 




Q02015 


gallus gall 


129 


9 


0 


, 4 


1 99ft 
x y y 0 


9 


O^CYPI MHTTQP 


Q5sypl 


mus muscuiu 


130 


q 
y 


n 

\j . 


4 


199 9 

X 27 2? 27 


9 
z 




Q63731 


rattus norv 


13 1 


q 
y 


n 


4 


9 00 7 


9 
z 


P^Q\7fiA MOTTCP 


Q5SV64 


mus muscuiu 


132 


9 


0 . 


, 4 


2007 


2 


07ft9A4 PHTPK 


Q789a4 


gallus gall 


133 


9 


0 , 


( 4 


2013 


9 


n7TTT4R9 MPT TCP 


Q3uh59 


mus muscuiu 


134 


9 


0 , 


( 4 


2018 


2 




Q4le45 homo sapien 


135 


9 


0 . 


, 4 


2031 


2 


03UHT9 MOTT9P 


Q3uht9 


mus muscuiu 


136 


9 


0 . 


4 


2035 


1 


MY1 ftA MOTICP 
1*1 X lOn 1'JUUQd 


Q9jmh9 


mus muscuiu 


137 


9 


0 . 


, 4 


2035 


2 


O5SYP0 MOUSE 


Q5syp0 


mus muscuiu 


138 


9 


0. 


,4 


2046 


2 


Q4SAT5^TETNG 


Q4sat5 


tetraodon n 


139 


9 


0. 


4 


2050 


2 


Q5SYN9_M0USE 


Q5syn9 


mus muscuiu 


140 


9 


0. 


4 


2110 


2 


Q54BP1_DICDI 


Q54bpl 


dictyosteli 


141 


9 


0. 


4 


2124 


2 


Q4 RLE 9_TETNG 


Q4rle9 


tetraodon n 


142 


9 


0. 


4 


2310 


2 


Q4T4L3JTETNG 


Q4t4l3 


tetraodon n 



http://es/ScoreAccessWeb/GetItem.action?AppId=10723361&seqId=547137&ItemName=us... 8/29/06 



SCORE Search Results Details for Application 10723361 and Search Result us- 10-723 -3... Page 4 of 5 



1 A "7 

14 J 


y 


a 
U 


. 4 


Z-3-5Z 


z 


Rone onuvr 1 
Q4A^BD_yPHlC 


y4azob einiiiania n 


1 A A 

144 


o 
o 


A 
U 


. J 


io 


z 


Q7TMZl_^MOUbb 


Q7tnizl idus musculu 


1 AC 

14 D 


Q 
O 


A 
V 


. o 


4J 


Z 


yDKUAl^yr UMvj 


Q5k0al orpinoinyces 


14 D 


Q 
O 


n 
u 


. J 


4 P 
ft o 


n 
Z 


nOilOIT DDHITT 
VJU4Z1/ DKUfl 


UU4Z1/ jjr omneaaia 


14 7 
X*± / 


Q 
O 


n 


*3 

. J 


Dfr 


z 


HCYTQ9 P71T 
S^DAxyz rCn.1 


yDxiyz idLcub norv 


1 4ff 

_L *± O 


O 

o 


n 


-3 
• O 


o o 




OQWMT.Q QPNTfl 

V 7 rVi T JJ_i 7 7 XLIN X W 


OQurml Q human T>r\ 1 i n 
y^7Winxi7 iiuiTia.li jjuxxtj 


14 9 


Q 
O 


a 

V 


• J 


77 


z 


069097 pappT. 


OC9H91 paonnrliaK^i 
WDZUZO Ca€I10i IlclXJU.X 


ijU 


O 

o 


n 


. .5 


77 


Z 


U^Xj*± UAHdK 


youqx4 caenox najjui 


1 CI 

1D1 


Q 

o 


U 


. J 


/ 4 


Z 


yDbiAy^iAObL 


Q5slx9 ixodes scap 


1DZ 


Q 

o 


U 


o 


"7 C 

/ D 


z 


VT T 1 "7 VT7XTT A 

KLil / AhiNXxA. 


Q4klt7 xenopus lae 


Id j 


Q 
O 


a 

u 


. 6 


/D 


z 


yoCjiviy / aeniiA 


Q6gm97 xenopus lae 


1 C/l 

1d4 


Q 

o 


U 


-j 
. J 


*7 C 


1 


7\nnt /-1TTT Pt/' 

/Uo LH1LK 


Q5zmm5 gallus gall 


1DD 


Q 

o 


a 
U 


o 
. o 


*7 C 


1 


•7X7*7 AC LIT 7M a XT 

ZjW /Ub_nUiVLAW 


Q9y5v0 homo sapien 


1 C6 
X D O 


p 

o 


a 
u 


o 


7 C 


1 
1 


f7M7nC MOTTCT? 
ZiiM/UO rlUUoil 


yyaiib rnus muscuiu 


ID / 


O 
O 


u 




"7 C 


z 


yyriD / z riui v iAi\ 


Q91ib72 homo sapien 


1 Cft 
XD O 


Q 
O 


n 
u 


. —> 


"7 C 


z 


niODCfl DAUTM 
yjZirbU dUVIIN 


yjzpou oos caujrus 


1 C9 
ID 3 


p 
O 


u 


o 
. J 


7 C 


Z 


v4ooVjD IIjIINLj 


Q4ssg5 tetiraodon n 


i 6 n 


p 

o 


a 

u 


"3 
. J 


1 C 


Z 


riC A7PC DD7ADT? 


Q6azc6 brachydanio 


1 61 


p 
o 




-3 
. O 


7ft 
/ O 


z 


nd.TTT?7 POD TV 


y4jLej coryneDacce 


1 C7 
X O Z 


p 


a 
U 


-3 
. J 


o4 


z 




yjbyjz^ laccooaciii 


1 67 


p 
o 


u 


-3 


P c. 

OD 


z 


r\Q. TT VQ QXTTTPT 


Q8 j ly9 mamestra co 


1 C/l 
lb4 


Q 

o 


a 

u 




O / 


z 


Uy /CjJ4_L1jvJAB 


Q97gj4 Clostridium 


ICC 

loo 


Q 

o 


a 
U 


. 6 


o o 

OO 


z 


no n "nut c V7vxttv/~» 

Qo PJMd_aANAC 


Q8pjm5 xanthomonas 


ICC 
loo 


Q 

o 


a 
U 


•3 


Q O 

by 


z 


Uo o4 1 U FoboM 


Q884i0 pseudomonas 


1 67 


p 
o 


n 
u 


-3 
. J 




z 


n7T7'7VC 

UJrj/i\o AKAIrl 


Q3e7k6 arabidopsis 


1 6P 
IDO 


Q 

o 




-3 
. J 


y D 


n 
Z 


yjr iUj yubiii 


Q3fyq3 pelobacter 


169 


3 


o 


. 3 




o 


^ll\lt J 1£j1XMVj 


y4ii4D cccraOQon n 


i in 
X / V 


p 
o 


u 


-3 


Q Q 

y y 


z 


r\A CD TQ rpT-irpf.T/-» 


y4sinb cecraoaon n 


171 

1 / 1 


p 
o 






i n7 

1U J 


z 


HOT 7QQ npADC 


yzizyb arosopniia 


1 79 
x / z 


P 
O 


u 




1 H7 
1U j 


z 


OCTCT?C URUTM 

yoU Dr D rlActlM 


Q6j5f5 haemophilias 


177 
X / J 


p 
O 


n 
u 


. O 


i nc 

1UO 


z 


U4 UrslINIo_UrioAL 


Q40nn6 desulf uromo 


1 74 
x / *± 


p 


n 


"3 
. J 


117 

x xz 


z 


novum ax?DDi? 


Q9ybd3 ae ropy rum p 


17c 


p 
o 


n 

u 


■3 
. J 


lip 

X X O 


z 


no Toon Q7ir ,r T i o 

yZUOZU 7AL1U 


yzjbzu rranKia sp. 


1 "7 C 
I/O 


Q 

o 


a 
U 


*3 


1 1 o 

lib 


z 


AO rtUOH TiTPOU 

UoOHb /^WobV 


Q80hs7 white spot 


17 7 
Lit 


Q 

o 


a 
U 


*J 


lzz 


z 


A£ "5 o Q O 07VTI 

j z y b_KAT 


Q63298 rattus norv 


1 TQ 

I/O 


Q 

o 


U 


. J 


123 


z 


Q3 FEK0__9BURK 


Q3fek0 burkholderi 


x / y 


Q 

o 


A 

u 


-3 
. J 


IOC 

lZD 


Z 


yo Zr V0_ORYSA 


Q6zfv0 oryza sativ 


1 ft 0 

-LOU 


p 
o 


n 
u 


-3 
. J 


1 7C 
XZ D 


z 


yyoW4 4 UrnWU 


Q96w44 ophiostoma 


1 A 1 

XO X 


p 
o 


a 
U 


-3 
. J 


XZ o 


o 
z 


UJ Dl JO__yiVlUKl 


035133 rattus sp. 


1 R7 

1 O Z 


p 
o 


n 
u 


-3 
. J 


i in 

IjU 


Z 


r\ A /I VTVTD7A 


Q40ve0 kineococcus 


1 ft 7 


p 
o 


n 


-3 
• -3 


1 77 
X j z 


Z 


H9CC7Q QCDTJT 


yzsojy saimiDacte 


184 


8 


n 


"3. 
• J 


1 76 

IjO 


9 
z 


H7M7P7 PTJPVO 


y /nze / enromooacce 


185 


3 


o 


-I 
. J 


1 7ft 
xo o 


9 


nCTVDC nPVQ7A 


yDcKpD oryza saciv 


1 ft6 

-LOO 


p 
o 


n 
u 


•3 
. J 


1 A Ci 
14 U 


9 

z 


OQpt^Tn oruTa 
yDCDV / oCiiJA 


Q5c5v7 schistosoma 


1 R7 
x o / 


p 
o 


a 
u 


. J 


1 4 n 
14 U 


9 
Z 


H/1DYT7 TPTMP 
y4KAiz ICslvtKj 


Q4rxt2 tetraodon n 


1 Q Q 

loo 


Q 

o 


u 


•J 
. J 


141 


z 


nc vcno advoji 
yoKbBy OKYbA 


Q6k5b9 oryza sativ 


1 ft Q 
xo y 


Q 

o 


n 
u 


-3 
. J 


14 1 
14 1 


z 


y d jn i y d AZjUbc* 


Q5ny95 azoarcus sp 


1 90 
± y \j 


p 
o 


n 
u 


■3 
. -5 


1 A 7 
14 Z 


z 


A1PDD7 j\t TAT 
y J L. r ir Z _ All 1 A 1 


Q3cpp2 pseudoalter 


1 Q 1 


p 
o 


n 
u 


-3 
. J 


1 A 7 
140 


z 


yo iriwy ukuml 


Q6ihw9 drosophila 


1 QO 
X j Z 


p 
o 


u 


"3 
. O 


T A A 
14 4 


z 


y 4 o z* 1 l_LROW I 


Q4bzil crocosphaer 


1 97 

X .7 .5 


p 
o 


a 

u 


•3 
. J 


1 A Q 

14 y 


o 
z 


yDUrlAU bLHJA 


Q5dha0 schistosoma 


194 


Q 
o 




. O 


i 

lJU 


9 
z 


y^i AO U D r*l»A»wfl 


Q4x606 Plasmodium 


1 QC 
17 J 


p 
o 


u 


-3 
. J 


i cn 

IjU 


9 

z 


y4iDix riiAbhi 


Q4ybil Plasmodium 


196 


R 




-3 
• O 


1 ^0 

1 D \J 


9 
z 


H7PNTP7 DT.TAVn 


y/rnrj piasmoaium 


1 97 


p 

o 




-3 
. J 


1 CO 


9 

z 


yooo4z ynhiFL. 


Q68842 Hepatitis c 


198 


8 


0 


. 3 


151 


2 


Q46AZ1 METBA 


yiuaLi uicLiiaiiuocii L. 


199 


8 


0 


.3 


151 


2 


Q4CMW2"TRYCR 


Q4cmw2 trypanosoma 


200 


8 


0 


.3 


151 


2 


Q6GZM1_MALRU 


Q6gzml malonomonas 


201 


8 


0 


.3 


151 


2 


Q5P8G9_AZOSE 


Q5p8g9 azoarcus sp 


202 


8 


0, 


.3 


155 


2 


Q7WSZ7_9BACE 


Q7wsz7 bacteroides 


203 


8 


0, 


.3 


156 


2 


Q2UU94_ASPOR 


Q2uu94 aspergillus 



http ://es/Score AccessWeb/Getltem.action? Appld= 1 0723 36 1 &seqld=547 1 3 7&ItemName=us. . . 8/29/06 



SCORE Search Results Details for Application 10723361 and Search Result us-10-723-3... Page 5 of 5 



204 


8 


0 


. 3 


157 


2 


O3H083 9ACTO 


Q3h083 nocardioide 


205 


8 


0 


. 3 


159 


2 


08GBL4 9BACT 


Q8gbl4 uncultured 


206 


8 


0 


.3 


159 


2 


Q5 7AG7~ BRUAB 


Q57ag7 brucella ab 


207 


8 


0 


.3 


159 


2 


Q8FY02 BRUSU 


Q8fy02 brucella su 


208 


8 


0 


.3 


159 


2 


Q8YE44 BRUME 


Q8ye44 brucella me 


209 


8 


0 


.3 


159 


2 


Q2YQY2_BRUA2 


Q2yqy2 brucella ab 


210 


8 


0 


.3 


162 


2 


Q3X3S9_9ACTN 


Q3x3s9 rubrobacter 


211 


8 


0 


.3 


163 


2 


Q 8 GY 1 7_ARATH 


Q8gyl7 arabidopsis 


212 


8 


0 


.3 


164 


2 


Q3SG72 THIDA 


Q3sg72 thiobacillu 


213 


8 


0 


.3 


166 


2 


Q63297 RAT 


Q63297 rattus norv 


214 


8 


o 


.3 


169 


2 


Q9Y4Y6 HUMAN 


09v4v6 homo saoien 


215 


8 


0 


.3 


169 


2 


Q9ZW05~ARATH 


Q9zw05 arabidopsis 


216 


8 


o 


.3 


172 


2 


Q5ZQX5 9CAUD 


05zcrx5 bacterionha 


217 


8 


0 


.3 


172 


2 


Q402V1~9BACT 


Q402vl uncultured 


218 


8 


0 


.3 


172 


2 


Q402V8 9BACT 


Q402v8 uncultured 


219 


8 


0 


.3 


172 


2 


Q52UW6 9BACT 


Q52uw6 uncultured 


220 


8 


0 


.3 


173 


2 


Q4I357 GIBZE 


Q4i357 gibberella 


221 


8 


0 


.3 


173 


2 


O08882_RAT 


008882 rattus norv 


222 


8 


0 


.3 


174 


2 


Q7PND0_ANOGA 


Q7pnd0 anopheles g 


223 


8 


0 


.3 


175 


2 


Q6BC92 SCHMA 


Q6bc92 schistosoma 


224 


8 


0 


.3 


182 


2 


Q5ZDX0 ORYSA 


QSzdxO oryza sativ 


225 


8 


0 


.3 


184 


2 


Q8 TA3 3_HETGL 


Q8ta33 heterodera 


226 


8 


0 


.3 


186 


2 


Q9YHV6 FUGRU 


Q9yhv6 fugu rubrip 


227 


8 


0 


.3 


187 


2 


Q33IT7_METHU 


Q33it7 methanospir 


228 


8 


0 


.3 


187 


2 


Q4QEX7_LEIMA 


Q4qex7 leishmania 


229 


8 


0 


.3 


188 


2 


Q32ND6 HUMAN 


032nd6 homo sanien 


230 


8 


0 


.3 


192 


2 


Q3AJR3 SYNSC 


03ai r3 svnechococc 

y^r mm* W 1 4m mm 9 0 V Alw vllV V V V V 


231 


8 


0 


.3 


197 


1 


CFI2JVIEDSA 


P28013 medicago sa 


232 


8 


0 


.3 


198 


2 


Q4CN86JTRYCR 


Q4cn86 trypanosoma 


233 


8 


0 


.3 


205 


2 


Q64GK6_STRCV 


Q64gk6 streptococc 


234 


8 


0 


.3 


206 


2 


Q4NCA5_9MICC 


Q4nca5 arthrobacte 


235 


8 


0 


.3 


208 


2 


Q9JZS9_NEIMB 


Q9jzs9 neisseria m 


236 


8 


0 


.3 


208 


2 


Q9DG56_BRARE 


Q9dg56 brachydanio 


237 


8 


0 


.3 


209 


2 


Q3K707_PSEPF 


Q3k707 pseudomonas 


238 


8 


0 


. 3 


209 


2 


Q4K6D4 PSEF5 


04lc6d4 Dseudomonas 


239 


8 


0 


.3 


210 


2 


Q4 8MR3~PSE14 


048mr3 oseudomonas 


240 


8 


0 


.3 


210 


2 


Q4ZXS7 PSEU2 


Q4zxs7 pseudomonas 


241 


8 


0 


. 3 


210 


2 


Q2JTW7 9CYAN 


02"ifcw7 rvannharfpr 
\££t j " * ^ y aiiujJuL l» c -L 


242 


8 


0 


. 3 


210 


2 


Q887Y3 PSESM 


08 87v3 Dseudomonas 


243 


8 


0 


.3 


212 


2 


Q72E32 DESVH 


072e32 desulfovibr 


244 


8 


0 


.3 


214 


2 


Q3 9763 GOSBA 


Q39763 gossypium b 


245 


8 


0 . 


.3 


214 


2 


Q3 9789_GOSHI 


Q39789 gossypium h 


246 


8 


0. 


.3 


215 


2 


Q6LYE1 METMP 


Q61yel methanococc 


247 


8 


0 , 


.3 


215 


2 


Q67V24JDRYSA 


Q67v24 oryza sativ 


248 


8 


0, 


.3 


215 


2 


Q6FB36_ACIAD 


Q6fb36 acinetobact 


249 


8 


0. 


.3 


219 


1 


VG11_BPT4 


P10929 bacteriopha 


250 


8 


0. 


.3 


219 


2 


Q8JU39_9CAUD 


Q8ju39 phage arl . 



http://es/ScoreAccessWeb/GetItem.action?AppId=10723361&seqId=547137&ItemName=us... 8/29/06 



SCORE Search Results Details for Application 10723361 and Search Result us-10-723-3... Page 1 of 5 



GenCore version 5.1.9 

Copyright (c) 1993 



2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 



June 26, 2006, 08:38:43 ; Search time 71 Seconds 

(without alignments) 
3480.065 Million cell updates/sec 

US-10-723-361-3 



Perfect score: 2568 



Sequence : 



1 MAI SSRLALWEQKIREEDKS PGTGRKDDDVAS IMKKYLQK 2568 



Scoring table: OLIGO 

Gapop 60.0 , Gapext 60.0 

Searched: 283416 seqs, 96216763 residues 

Word size : 1 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Listing first 250 summaries 



283416 



Database : 



PIR_80:* 
1: pirl:* 
pir2 : * 
pir3 : * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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S31235 


imidazoleglycerol - 


250 


7 


0.3 


232 


2 


E84108 


capsular polysacch 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 
Word size 



June 26, 2006, 08:48:53 ; Search time 28 Seconds 

(without alignments) 
2095.263 Million cell updates/sec 

US-10-723-361-3 
2568 

1 MAI SSRLALWEQKIREEDKS PGTGRKDDDVAS IMKKYLQK 2568 

OLIGO 

Gapop 60.0 , Gapext 60.0 
99297 seqs, 22845552 residues 
1 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 250 summaries 

Pub 1 i s he d_App 1 i c a t i on s_AA_Ne w 



99283 



Database : 



/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_NEW__PUB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep : * 
/EMC_Celerra_SIDS3 /ptodata/2 /pubpaa/PCT_NEW_PUB . pep : * 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_NEW_PUB .pep : * 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 

Match Length DB 


ID 










Description 


1 


457 


17 


.8 


457 


7 


US- 


11 


-293 


-697 


-3424 


Sequence 


3424, Ap 


2 


10 


0 


.4 


596 


6 


us- 


10 


-449 


-902 


-45040 


Sequence 


45040, A 


3 


9 


0 


.4 


210 


6 


US- 


10 


-953 


-349 


-23295 


Sequence 


23295, A 


4 


8 


0 


.3 


42 


6 


us- 


10 


-526 


-722 


-10 


Sequence 


10, Appl 


5 


8 


0 


.3 


42 


6 


us- 


10 


-526 


-722 


-52 


Sequence 


52, Appl 


6 


8 


0 


.3 


42 


6 


us- 


10 


-526 


-722 


-110 


Sequence 


110, App 


7 


8 


0 


.3 


97 


6 


us- 


10 


-953 


-349 


-37158 


Sequence 


37158, A 


8 


8 


0 


.3 


109 


7 


us- 


11 


-293 


-697 


-4725 


Sequence 


4725, Ap 


9 


8 


0 


.3 


126 


6 


us- 


10 


-449 


-902 


-49797 


Sequence 


49797, A 


10 


8 


0 


.3 


233 


6 


us- 


10 


-953 


-349 


-16689 


Sequence 


16689, A 


11 


8 


0 


.3 


302 


6 


us- 


10 


-953 


-349 


-26566 


Sequence 


26566, A 


12 


8 


0 


.3 


330 


6 


us- 


10 


-953 


-349 


-16688 


Sequence 


16688, A 


13 


8 


0 


.3 


342 


6 


us- 


10 


-953 


-349 


-16687 


Sequence 


16687, A 


14 


8 


0 


.3 


483 


6 


us- 


10 


-449 


-902 


-36115 


Sequence 


36115, A 
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15 


8 


0 . 3 


483 


6 


US- 10-449 


16 


8 


0 . 3 


501 


6 


T TO -i /N i i A 

US - 1 0 - 4 4 9 


17 


8 


0 . 3 


508 


6 


US- 10-449 


lo 


8 


A A 

0 . 3 


551 


6 


T TO 1 A /I A A 

US - 1 0 - 4 4 9 


iy 


8 


0 . 3 


C O 1 

583 


6 


T TO "1 A /I >l A 

US- 10-449 


a a 


8 


0 . 3 


c c e 

656 


6 


T TO "t A A A A 

US- 10-449 


A 1 

21 


8 


0 . 3 


845 


6 


US-10-449 


22 


8 


0 . 3 


979 


6 


US -10-449 


a A 

23 


8 


0 . 3 


1132 


6 


US-10-526 


24 


8 


0 . 3 


1500 


6 


US-10-526 


25 


8 


0 . 3 


1589 


6 


US-10-526 


26 


8 


0 . 3 


3113 


6 


US-10-505 


A *7 

27 


7 


A A 

0 . 3 


20 


7 


TTO "11 A A *l 

US -11-301 


28 


7 


0 . 3 


A A 

20 


7 


T TO -1 -1 *i T 

US -11-301 


O Q 

zy 


•"7 
/ 


0 . 3 


A A 

z U 


/ 


T TO 11 A A 1 

US- 11-301 


o a 
30 


7 


0 . 3 


67 


6 


TTO ^ c\ r\ r ~\ 

US- 10 -953 


31 


"7 

/ 


A A 

U . 3 


*7 A 

/4 


D 


T TO T A A A Q 

US- 10 -449 


o a 

32 


7 


0 . 3 


74 


6 


TTO 1 <\ j ii A 

US-10-449 


33 


7 


0 . 3 


78 


6 


T T O •! /\ O ^ 

US-10 -953 


34 


7 


0 . 3 


80 


6 


T TO ^ f\ ^ ^ 

US-10-953 


35 


7 


0 .3 


82 


6 


US-10-449 


36 


7 


0 . 3 


82 


6 


US-10-449 


37 


7 


0 . 3 


89 


6 


US-10-953 


38 


7 


0 . 3 


89 


6 


US-10-953 


"1 A 

39 


7 


0 . 3 


90 


6 


US-10-953 


A A 

40 


7 


0 . 3 


91 


6 


US-10-953 


41 


7 


0 . 3 


91 


6 


US-10-953 


A A 

42 


7 


0 . 3 


92 


6 


Tin i r\ r\ r— ^ 

US-10-953 


43 


/ 


A O 

0 . 3 


92 


6 


TTO 1 X A r\ 

US - 1 0 - 4 4 9 


44 


/ 


A "3 
0 . 3 


101 


7 


T TO 1 1 ^ O ^ 

US- 11-293 


A C 

4b 


/ 


A *3 

0 . 3 


108 


6 


TTO j| < A 

US-10-449 


A C 

46 


7 


0 . 3 


108 


6 


TTO -l /-\ j i a 

US-10-449 


A *7 

47 


7 


0 . 3 


108 


6 


TTO ^ /"\ i j A 

US-10-449 


48 


7 


0 . 3 


109 


6 


US-10-449 


49 


7 


0 . 3 


109 


6 


US-10-449 


50 


7 


0 . 3 


114 


6 


US-10-449 


51 


7 


0 . 3 


117 


6 


US-10-449 


52 


7 


0 . 3 


120 


6 


TTO ^ ^ 

US-10-953 


53 


7 


0 . 3 


121 


6 


TTO ^ /-\ j a a 

US -10-449 


C A 

S4 


*7 


A t) 

0 . 3 


123 


6 


TTO "I A A C O 

US-10-953 


bb 


•7 


A O 

0 - 3 


1 A A 

127 


6 


TTO *1 A A C ^ 

US-10-953 


bb 


1 


A ^ 

0 . 3 


130 


6 


TTO "1 f\ j j 

US - 1 0 - 4 4 9 


C A 

57 


1 


0 . 3 


136 


6 


TTO «i /\ /*\ ^ ^ 

US-10-953 


r- o 

58 


7 


A *"> 

0 . 3 


139 


6 


TTO *i i i a 

US-10-449 


59 


7 


0 . 3 


140 


6 


US-10-449 


60 


7 


0 . 3 


. 142 


6 


US-10-953 


61 


7 


0 . 3 


143 


6 


US-10-449 


62 


7 


0 . 3 


150 


7 


US-11-197 


63 


7 


0.3 


151 


6 


US-10-449 


64 


7 


0 . 3 


153 


6 


US-10-953 


65 


7 


0 . 3 


154 


6 


US-10-953 


66 


7 


0 . 3 


159 


6 


US-10-449 


67 


/ 


0 . 3 


162 


6 


US -10-449 


68 


7 


0 . 3 


167 


6 


T TO T /\ i— ^ 

US-10-953 


69 


7 


0 . 3 


169 


6 


T TO 4 A ^ 

US-10-953 


70 


7 


0.3 


170 


6 


US-10-953 


71 


7 


0.3 


171 


6 


US-10-953 


72 


7 


0.3 


172 


6 


US-10-953 


73 


7 


0.3 


174 


6 


US-10-953 


74 


7 


0.3 


178 


6 


US-10-449 


75 


7 


0.3 


178 


6 


US-10-449 



Q A O 

-y oz 


-36z ±0 


Sequence 


O ^ A 1 A 

3bzl0 / 


A 


AAA 

- y oz 


A O Q O 1 

-4 /o / 1 


Sequence 


X *7 O *7 1 

4 /o / 1 , 


A 


q no 

- y U/: 


- J 010b 


Sequence 


J 010b , 


A 




- J / JJO 


O Q/Ti 1 ATI 


37558, 


A 


_ q no 
- y U/j 


- bobo4 


sequence 


56584, 


A 


- ono 

17 uz 






38110, 


A 


_ q no 
- yuz 


- DZ D O Z 


sequence 


52662, 


A 


q no 
- y Uz 


_ CO. A 1 C 

-b j4od 


sequence 


53435, 


A 


OO o 

- /zz 


A O 

-4z 


Sequence 


42, Appl 


*70 O 
- /ZZ 


1 AA 

-100 


Sequence 


100, App 


*7 O O 
- /ZZ 


ICO 

- lbo 


Sequence 


158, App 


A O O 

- yzo 


*3 A C 

-3zb 


Sequence 


325, App 


- bb4 


o n Q *7 
-zOo / 


Sequence 


2087, 


Ap 


- bb4 


A A Q Q 

- z Ob o 


Sequence 


2088, 


Ap 


_ CCA 


_ o n Q Q 
- z uo y 


sequence 


2089, 


Ap 


oft y 


.TOQIQ 
jOO / 0 


sequence 


38878, 


A 


- ono 


_ 7 *3 A q n 

- j j4y u 


sequence 


33490, 


A 


- ono 

- y uz 


- bUb / b 


Sequence 


50675, 


A 


Til Q 

-34y 


"2 C A O /I 

-3b4o4 


Sequence 


36484, 


A 


"3 /l A 

-34y 


O O O "7 T 


Sequence 


38877, 


A 


AAA 

-yoz 


A A O 1 C 

-29815 


Sequence 


29815, 


A 


AAA 

-yoz 


A A A A T 

-4zUy3 


Sequence 


42093, 


A 


-34 y 


- z 63z y 


Sequence 


26329, 


A 


O A Q 

- 34 y 


1 C yl Q o 

- 3 b4 o3 


Sequence 


36483, 


A 


- 34 y 


-zyb4z 


Sequence 


29542, 


A 


1 A Q 

- o 4 y 


o n a o n 
- z 04z 0 


Sequence 


20420, 


A 


I/O 

- 34 y 


1 d *7 "3 o 

-3b /3 z 


Sequence 


36732, 


A 


*5 /l Q 

- 34y 


A 

- z 


Sequence 


2, Appli 


_ ono 


-1 Q QA 1 

jo y 4 j 


Sequence 


38943, 


A 


- o y / 


A Q Q A 
- 4 O o4 


sequence 


4884, 


Ap 


ono 
- yoz 


O A O /I A 

-3zz44 


Sequence 


32244, 


A 


ono 

- y Oz 


-3y3z y 


Sequence 


39329, 


A 


ono 

- y Oz 


- bbz 34 


Sequence 


56234, 


A 


ono 

- yoz 


A A A 1 C 

-44 01b 


Sequence 


44015, 


A 


AAA 

- yoz 


/I ^ A A O 

-46908 


Sequence 


46908, 


A 


Q A O 

- y Oz 


O T ^ A T 

- 3 /6y3 


Sequence 


37693, 


A 


Q A O 

- y Oz 


-b4z33 


Sequence 


54233, 


A 


1 A Q 

- 34y 


O A A /I O 

- 3 U04z 


Sequence 


30042, 


A 


ono 

- y oz 


-zyb4o 


Sequence 


29548, 


A 


- 0. A Q 


_ A A HTC 

- z u u / o 


Sequence 


20076, 


A 


_ 0. A Q 

- .34 y 


_ A n 1 O 7 
-4 Ul / J 


Sequence 


40173, 


A 


_ ono 
- y uz 


_ "1 Q 1 QQ 

- jy lOO 


Sequence 


39188, 


A 


- ~i A Q 
J4 17 


q q n O 
- y y u / 


sequence 


9907, 


Ap 


ono 

-yoz 


o c o o o 


Sequence 


35322, 


A 


QAO 

- y Oz 


C A C T1 

-b46 /l 


Sequence 


54671, 


A 


O /l A 

-34y 


A A A /I T 

-30041 


Sequence 


30041, 


A 


-902 


-49932 


Sequence 


49932, 


A 


-712 


A A ^ 

-336 


Sequence 


336, App 


AAA 

- 90z 


"3 /I A A T 

-34371 


Sequence 


34371, 


A 


*3 A A 

-34y 


A A "I A 1 

-29101 


Sequence 


29101, 


A 


_ *3 /l Q 

- o4 y 


O A A *7 c 

-zOO /b 


Sequence 


20075, 


A 


_ Qno 
- y Oz 


A O C O 1 

-4 /b / 1 


Sequence 


47571, 


A 


-Qno 
y uz 


A A A *7 Q 

- j /z / y 


Sequence 


37279, 


A 




- z / Ui?b 


sequence 


27095, 


A 


- 0. A Q 

-J4 y 


T A O O O 
- 14 OZ / 


Sequence 


14827, 


A 




Z O i 27 ft 


ocquence 


26194, 


A 


-349 


-27094 


Sequence 


27094, 


A 


-349 


-14704 


Sequence 


14704, 


A 


-349 


-30040 


Sequence 


30040, 


A 


-902 


-51347 


Sequence 


51347, 


A 


-902 


-55532 


Sequence 


55532, 


A 
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7fi 
/ o 


7 
f 


u 


*3 

. o 


i q n 
loU 


/r 
o 


[TO 

Ub - 


IK) 


Q C 7 

- y oo 


7 A Q 

- oft y 


-7 7C QfZ 

z / 0 y 0 


oequence 


z / 0 y 0 1 a 


77 


7 


a 

u 


. J 


1 Q7 

loo 


O 


Uo - 


* ± u 


A A Q 


- Q HP 

— y uz 


-API A P 
- ft Z Xft Z 


oequence 


A 7 1 A 7 7A 
ftZ Xft Z f /i 


7ft 
I o 


7 


VJ 


7 

• o 


1 fi R 


O 




. i n 


_ Q c 7 


- 7 A 9 

- o ft y 


-Pfil 97 

z 0 x y 0 


oequence 


7 fi 1 97 71 

z 0 x y 0 / /\ 


79 
/ y 


7 


vj 


7 


1 fi R 
IOj 


o 


TTQ - 

uo - 


. 1 o 


- 9R7 


-74 9 

- o ft y 


-P769 R 

- Z / O -7 O 


Cam 1 An ^ a 

oequence 


P 7fi 9R 7A 
Z / O -70 i r\ 


P.0 

O VJ 


7 


u 


. o 


1 fi R 
IOj 


o 


UO 


. 1 o 


-A A 9 


-OOP 

- y uz 


- R £ P ft 
- OO O Z 0 


oequence 


OO O ZO , M. 


81 


7 


n 
vj 


7 
. J 


1 ftft 

-LOO 


VJ 


uo 


1 0 

± VJ 


-44 9 
i *± j 


- 90P 


-4 74 7 R 

*x O *± O J 


OCljUCllLC 


A 74 7 R A 

*z O t O O / t\ 


ftp 


7 


vj 


7 


1 91 
i ji 


o 


TTQ - 

VJO 


1 0 

X VJ 


-9R7 


-74 9 

O 4 -7 


- 1 ft P 0 1 

X O Z VJ X 


oequence 


i ft p 01 a 

X O Z U X f r\ 


P.7 

O O 


i 


u 


. 0 


1 QA 

±y% 


o 


TTC - 

Uo - 


. i n 


_ Q 7 

JJJ 


_ 7 A Q 

-oft y 


_ 7 c t 7Q 

- 0 0 xz y 


oequence 


7 C 1 7 Q 7A 

ooxzy , a 


P.4 
Oft 


7 


u 


7 
. O 


z u u 


o 


TTQ _ 
UO 


. 1 o 
X u 


- A A Q 


-OOP 

- y uz 


- A 77£Q 
-ft / / O O 


oequence 


A 7 7 fi fi 7A 


ft R 
O Zj 


7 


n 
u 


7 
. O 


pnn 
z u u 


O 


TTQ - 

Uo 


. 1 o 

x u 


-A A 9 
ftft 


-OOP 

- y uz 


- R7 1 7 7 
- OO XZ O 


oequence 


c 7 1 7 7 7A 
OO XZO , A 


ft fi 

O D 


7 


U 


. J 


pnn 
z u u 


7 


TTQ- 
Uo - 


X X 


-PRP 

-zoz 


- oo n 

- uo u 


-A 


oequence 


4 , App X X 


ft 7 
o / 


7 


u 


7 


P 04 


O 


TTQ - 
Uo - 


. 1 o 
X u 


- 9t;7 

2700 


_ 7 A 0 

- oft y 


- 1 p ct; 1 
XZOO X 


oequence 


1 OCC1 TV 

Xz OOX / A 


ftft 


7 


n 
w 


7 


Z VJ o 


o 


TTQ _ 


1 0 

X VJ 


- A4 9 


-902 


-38990 


0 equenc e 


7 ft 990 ZV 
O 0 yy\) t A 


ft 9 
o y 


7 


vj 


7 
> O 


PI 1 


o 


TTQ - 

uo - 


. 1 o 
X u 


- A A 9 

- ftft ^ 


-902 


-47165 


oequence 


>171 cc tv 
4 / XOO , A 


90 


7 


vj 


> o 


PI 4 

Z X 1 


o 


T7Q- 
uo 


1 0 

X VJ 


-9R7 
17 O O 


-349 


-17598 


Co^n 1 on /~« 0 

oequence 


1 7R9Q 7A 

x / 0 y 0 , a 


91 


7 


vj 


• J 


PI R 


o 


TTQ _ 
uo 


1 0 

X VJ 


- y oo 


-349 


-38010 


C o/"n i on /*"> 0 

oequence 


7 Q 0 1 O 7A 
0 O U XU , A 


92 


7 


vj 


> J 


PI 9 

Z. J. -7 


a 
o 


TTQ- 
uo 


1 0 

X VJ 


-44 9 


-902 


-31982 


Qom 1 on <^ 0 

oequence 


7 1 9 QP 7A 
0 x y O Z | A 


9*} 


7 


n 
vj 


-J 
. O 


PPP 


o 


TTQ- 
uo 


1 0 

X VJ 


-4 71 

ft / X 


-571A-2698 


C o^ti 1 on /"^ a 

0 equenc e 


or no a-o 

z 0 y 0 , Ap 


94 
y t 


7 


n 
vj 


-1 
. O 


PP7 


o 


TTQ- 
UO 


1 0 
X vj 


- 9R7 
?jj 


7 A O 

- ofiy 


7 D 7 1 Q 

-zooXo 


Co^n 1 on ^0 

oequence 


7 Q 7 1 Q 7A 
Zoo X O t A 


9 R 
-7 O 


7 


a 
u 




PP A 
Z Z *i 


0 


TTQ- 

uo - 


1 o 
Xu 


.OCT 

yoo 


7 A O 

- oft y 


- XUooz 


Sequence 


1 f\ 7 Q 7 7A 
XUO OZ / A 


9fi 


7 


n 
u 


. J 


PP ^ 
Z Z D 


o 


TTC _ 

uo - 


1 fi 
X U 


— A A Q 
-fifty 


- y Uz 


0 7 r\ r\ a 
-OZUU4 


Secjiience 


0ZUU4 # A 


97 

y / 


7 


vj 


7 


PP 9 

Z Z J? 


o 


TTC- 
UO 


i n 
X u 


-A A 9 
-ftft y 


- y uz 


7 C\ 7 □ A 

- 0 Uoo4 


oequence 


7 f» 7 Q A 7A 

0 Uo o4 , A 


9ft 


7 


vj 


-1 
> O 


P7 0 

Z J VJ 


o 


TTQ- 

uo 


1 0 

X VJ 


- 9R7 

J700 


"3 >l O 

- o4 y 


1 C T O Q 

- looyy 


oequence 


1 CTQQ 7V 

xoo y y , a 


99 
y -? 


7 


n 
u 


T 
. .3 


Z J ft 


o 


TTC 

uo - 


xu 


y oo 


7 A Q 

-o4y 


1 f\ "3 O 1 

- XU00X 


Sequence 


1 A *3 O 1 A 

XUool , A 


i nn 

1UU 


7 


u 


. O 


P 7 C 
ZOO 


o 


TTC 

uo - 


x u 


A A Q 

- ftft y 


o no 
- y uz 


- z yz 0 y 


Sequence 


O O O C Q A 

z yzoy , a 




7 


0 

vj 


-J 
. O 


P7 
zoo 


£: 
o 


TTC - 
Uo 


1 o 

X Vj 


-A A 9 

ft ft y 


- y Uz 


-4 Buy u 


oequence 


A Q n Q C\ A 

4o uy U , A 


1 OP 


7 


VJ i 


7 


P77 
zo / 


£: 
o 


TTC - 
UO 


1 0 

x u 


- 9 R7 

y oo 


*3 VI Q 

- o4y 


-4JUU 


oequence 


A 7 n f\ Ar> 

4 0 U U , Ap 


103 


7 


0 


. O 


P7 9 
zj j 


o 


TTC- 
uo 


1 0 

X VJ 


-9R7 
-7 o o 


- o4y 


0 n o ^ 

-oUyo 


oequence 


fi ft Q £ A n 

0 u y 0 , Ap 


1 04 

J. VJ*± 


7 


n 

VJ . 


• J 


P4 0 

z *± VJ 


o 


TTC- 
uo 


1 0 

X VJ 


- 9 R7 

y oo 


-o4y 


-18200 


oequence 


1 Q 7 A ft A 

X O z UU ; A 


105 


7 


0 


• -J 


P4 P 

Z *x Z 


o 


TTQ- 
uo 


1 0 

X VJ 


-4 4 9 

ft *1 -7 


- y Uz 


-000 /4 


O o^n 1 am /^o 

oequence 


7 Q C 7 A A 
O O O / 4 , A 


106 


7 


n 

w , 


• -j 


P4 1 


o 


TTQ- 
uo 


1 0 

X VJ 


-44 9 

ftft J7 


o a n 

-902 


-35294 


Oo^n 1 on #— 1 0 

oequence 


7 CO Q A A 

0 oz y4 , A 


1 07 


7 


VJ , 




P4 

Z fi D 


(Z 

o 


TTQ- 
UO 


1 0 
X U 


- 9 R7 

y oo 


-349 


-12550 


Sequence 


1 7 C C ft A 

XzooU, A 


108 


7 


0 


3 


P4 

Z*x D 


£Z 

o 


TTC- 
uo 


1 0 

X VJ 


- R H4 
o U ft 


- 973 


- 14 


oequence 


1 A R nn 1 
X4 , AppX 


1 09 


7 


n 
vj . 


i O 


PA 7 
z*» / 


C 

o 


TTC- 
UO 


i n 
xu 


- A A Q 

- ft ft y 


o n 0 

- y uz 


O >1 a c t 
-044ol 


Sequence 


1 A A C 1 A 

044o± , A 


110 


7 


n 

U . 


-3 

. J 


PA 7 
Z*i / 


7 


TTC _ 
UO 


X X 


z y o 


^ 0 1 

-697 


-3066 


Sequence 


*3 A C C A w 

0 U 0 0 , Ap 


111 


7 


n 

u . 


-3 
. J 


PA ft 
Z *± 0 


7 


TTC _ 

uo - 


X X 


- z y o 


-697 


1 O A 

-2 900 


Sequence 


O O A A A 

z y u u , Ap 


IIP 


7 


n 

VJ « 


-3 
. O 


P4 9 


o 


TTC - 

uo - 


i n 
xu 


- 9 R7 

y oo 


-o4y 


-z/6y4 


Sequence 


7 7 £ Q>l A 

z /o y4 # A 


111 
X X J 


7 


n 
vj . 


. O 


PRO 

Z J VJ 


7 


TTC - 
uo 


X X 


_ o Q7 


-697 


-2691 


oequence 


7 £ Q 1 An 

z 0 y x , Ap 


114 


7 


n 

vj , 


-3 

p O 


PR1 

Z ._> X 


o 


TTC - 
uo 


1 0 
xu 


- 9 R7 

- y oo 


-349 


-5375 


oequence 


COTC Am 

00/0, Ap 


115 


7 


0 , 


. 3 


251 


VJ 


TJQ- 
uo 


1 0 

X VJ 


- 9 R7 

y zj o 


-349 


-17489 


C 0 m i on 

oequence 


1 7 A Q Q a 
X / 4 0 y f A 


116 


7 


vj . 


> O 


PR 1 

Z J J. 


O 


TTQ - 
uo 


1 0 
XU 


- 9 R7 
y oo 


-349 


-35951 


oequence 


•JCQCI A 

0 oy ox , a 


117 


7 


VJ 1 


> J 


PRP 
z o z 


o 


TTQ- 
uo 


1 0 
X VJ 


- 9 R7 

y oo 


-349 


-38009 


oequence 


7 fi ft ft Q A 

0 0 uuy , a 


118 


7 


0 . 


7 

■ j 


PR1 
Z J o 


o 


TTQ- 
uo 


1 0 

X VJ 


-9R7 
- y oo 


-349 


-22676 


oequence 


z zo / 0 / A 


119 

J. X y 


7 


VJ . 


. O 


PR R 
ZOO 


c 
o 


TTQ- 
UO 


xu 


- y oo 


-349 


-17488 


Sequence 


1 *7 >1 O O A 

1 /4oo , A 


IPO 


7 




7 


PR R 
ZOO 


,<r 
o 


TTC _ 

uo 


xu 


_ A A Q 

- ft ft y 


-902 


-39859 


Sequence 


*3 O O C Q TV 

39859, A 


1 P 1 
J. -L 


7 


VJ « 


. O 


PR7 
ZO / 


O 


TTC - 

uo - 


xu 


- A A Q 

-ftft y 


-902 


-46213 


Sequence 


A £ O 1 O TV 

46213, A 


1 PP 


7 


n 
u < 


-3 
J 


Z O o 


c 
o 


TTC 
Uo - 


xu 


Q C7 

- y oo 


-349 


-22675 


Sequence 


22675, A 


1P7 
J. ^ J 


7 


n 

VJ , 


-3 

. O 


Pfi 7 
ZOO 


(Z 

0 


TTC _ 
UO 


xu 


_ Q CI 

- y oo 


-349 


-4299 


Sequence 


4299, Ap 


1 P4 


7 


u , 


-3 

. J 


P£ A 
Z O *i 


(Z 

O 


TTC - 

uo - 


xu 


_ A A Q 

-fifty 


-902 


-34743 


Sequence 


34743, A 


1 P R 

X _3 


7 


n 

VJ , 


-3 

. O 


P^ A 
Z O 4 


(Z 

O 


TTC _ 

uo - 


xu 


- A A Q 

-fifty 


-902 


-39334 


Sequence 


O A O O Vl TV 

39334, A 


12 6 


7 


VJ . 


-3 

, O 


Pfi A 
z o *± 


(Z 

O 


TTC - 
UO 


i n 
xu 


- A A 9 

- ft ft y 


-902 


-51781 


Sequence 


5I/0I, A 


127 


7 


0 . 


3 


265 




TTQ- 
u o 


1 0 

X VJ 


-449 


-902 


-39221 


O a 1 a m /— « o 

oequence 


7 OO 7 T A 

0 y z z x , a 


128 


7 


o 

VJ • 




p 

zoo 


o 


TTQ - 
uo 


1 0 

X VJ 


- 9R7 

y oo 


-349 


-4298 


oequence 


X O O O An 

4 z y 0 , Ap 


129 


7 


VJ . 


O 


Pfi7 
z o / 


(Z 

o 


TTC - 
UO 


1 0 ■ 
xu 


-A A 9 

fifty 


-902 


-39542 


oequence 


O O C /t O A 

oyo4z, A 


130 


7 


0 . 


3 


268 




TTQ - 
uo 


1 0 ■ 

X VJ 


-449 
*±*±y 


-902 


-55442 


oequence 


C C A A 7 A 

0O44z , A 


131 


7 


0. 


3 


270 


6 


us- 


10- 


-953 


-349 


-31866 


Secmencp 


31866 A 


132 


7 


0. 


3 


272 


6 


us- 


10- 


-953 


-349 


-4800 


Sequence 


4800, Ap 


133 


7 


0. 


3 


274 


6 


us- 


10- 


-449 


-902 


-44267 


Sequence 


44267, A 


134 


7 


0. 


3 


277 


6 


us- 


10- 


-953 


-349 


-14932 


Sequence 


14932, A 


135 


7 


0. 


3 


277 


6 


us- 


10- 


-449 


-902 


-46195 


Sequence 


46195, A 


136 


7 


0. 


3 


278 


6 


us- 


10- 


-471 


-571A-3752 


Sequence 


3752, Ap 
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137 


7 


0 


. 3 


278 


6 


US- 


10 


-449 


-902 


-40753 


Sequence 


40753 


, A 


1 A O 

138 


7 


0 


. 3 


279 


6 


us - 


10 


-953 


-349 


-22674 


Sequence 


22674 


r A 


"I A A 

139 


7 


0 


. 3 


280 


6 


US- 


10 


-953 


-349 


-35128 


Sequence 


35128 


/ A 


140 


I 


a 
0 


. 3 


a a 1 
281 


6 


us- 


10 


-953 


-349 


A 1 C A A 

-31649 


Sequence 31649 


t A 


1 A 1 

14 1 


1 


0 


. 3 


284 


6 


US- 


10 


-953 


-349 


-8095 


Sequence 


o oy o , 


Ap 


1 A 7 

14z 


—t 
1 


a 
U 




IOC 

285 


6 


TTC 

us- 


10 


a a 
-953 


O A A 

-349 


-24454 


Sequence 


A A A C A 

Z44 04 


f A 


1 A "5 

143 


1 


0 


. 3 


288 


6 


US- 


10 


-449 


-902 


-40688 


Sequence 


A A d O O 

406 bo 


t A 


T A A 

144 


/ 


a 
0 


. J 


289 


6 


us - 


10 


-953 


-349 


-31865 


Sequence 


A T O C C 

3 1865 


t A 


145 


7 


0 


. 3 


289 


6 


us - 


10 


-449 


-902 


-55396 


Sequence 


55396 


r A 


1 A C 

146 


7 


a 
0 


. 3 


290 


6 


us - 


10 


-953 


-349 


-31648 


Sequence 


31648 


r A 


147 


7 


0 


. 3 


294 


6 


us - 


10 


-953 


-349 


-27402 


Sequence 


27402 


t A 


148 


7 


0 


. 3 


295 


6 


us- 


10 


-449 


-902 


-56613 


Sequence 


56613 


r A 


1 A Q 

149 


7 


0 


. 3 


O A A 

299 


6 


us- 


10 


-953 


-349 


-4799 


Sequence 


4799, 


Ap 


lbO 


7 


0 


. 3 


AAA 


6 


US- 


10 


-953 


-349 


-28144 


Sequence 


28144 


t A 


lbl 


/ 


a 
0 


. 3 


O A A 

300 


6 


us- 


10 


A C *5 

-953 


-349 


-4798 


Sequence 


4798, 


Ap 


Ibz 


7 


0 


. 3 


7 n 7 
3U3 


6 


T TO 


1 A 

10 


-449 


AAA 

-yoz 


A "1 A A A 

-37049 


Sequence 


37049 


t A 


1DJ 


/ 


A 
0 


. 3 


303 


6 


T TO 

Ub - 


T A 

10 


-449 


AAA 

-yoz 


C A A A T 

-b^Oy 1 


Sequence 


52091 


r A 


lb4 


7 


A 

0 


. 3 


7 riA 
304 


6 


TTO 

Ub - 


10 


A A A 

-44y 


AAA 


-51033 


Sequence 51033 


F A 


ICC 


a 


A 
0 


. 3 


0 a n 

3oy 


6 


T TO 

Ub - 


1 A 

10 


-953 


1 A A 

-349 


A A 1 •"? A 

-28374 


Sequence 


28374 


i A 


ICC 

lb6 


/ 


A 
0 


. 3 


A 1 A 

310 


6 


us - 


10 


-953 


-349 


- 13504 


Sequence 


13504 


r A 


T C A 

lb / 


/ 


A 
0 


. 3 


A 1 1 

311 


6 


us - 


10 


-449 


-902 


-55815 


Sequence 


55815 


, A 


ICQ 

lbo 


/ 


A 
0 


. 3 


11/1 

314 


6 


TTO 

us - 


1 A 

10 


A C 1 

-953 


-349 


-28317 


Sequence 


28317 


t A 


ICO 

lby 


7 


A 
0 


. 3 


315 


6 


us - 


10 


-953 


-349 


-4747 


Sequence 


4747 , 


Ap 


160 


7 


0 


. 3 


318 


6 


us - 


10 


-449 


-902 


-30569 


Sequence 


30569 


f A 


lbl 


/ 


A 
0 


. 3 


318 


6 


us - 


10 


-449 


-902 


-30692 


Sequence 


30692 


r A 


i ^ a 
Id Z 


/ 


A 
0 


. 3 


a 1 0 
318 


6 


us - 


10 


-449 


-902 


-32182 


Sequence 


32182 


f A 


loj 


/ 


A 
0 


. 3 


318 


6 


us - 


10 


-449 


-902 


-32604 


Sequence 


32604 


r A 


1 CLA 


/ 


A 
0 


. 3 


31o 


6 


T TO 

Ub - 


T A 

10 


-449 


-902 


-32820 


Sequence 


32820 


r A 


lob 


/ 


A 
U 


. 3 


A 1 Q 
3l0 


6 


T TO 

us - 


1 A 

10 


-449 


-902 


-43884 


Sequence 


43884 


r A 


16 6 


/ 


A 
U 


. 3 


OTA 

319 


c 
O 


TTO 

us - 


10 


-449 


-902 


-29516 


Sequence 


29516 


A 


lb / 


7 
/ 


A 
0 


. 3 


3 1 y 


6 


TTO 

Ub - 


T A 

10 


A A A 

-44y 


AAA 

-902 


C C A "~l A 

-55779 


Sequence 


55779 


A 


lbo 


/ 


A 
0 


. 3 


AAA 

32 0 


6 


TTO 

us - 


10 


-449 


-902 


-30499 


Sequence 


30499 


A 


iby 


1 


A 


. 3 


3zZ 


6 


TTO 

us - 


10 


-953 


-349 


-5374 


Sequence 


5374, 


Ap 


17 0 


1 


0 


. 3 


324 


6 


US- 


10 


-953 


-349 


-12549 


Sequence 


12549 


A 


1/1 


7 


0 


. 3 


324 


6 


us - 


10 


-953 


-349 


-31864 


Sequence 


31864 


A 


172 


7 


0 


. 3 


325 


6 


US- 


10 


-953 


-349 


-5373 


Sequence 


5373, 


Ap 


IT) 

1 /3 


7 


0 


. 3 


327 


6 


us - 


10 


-449 


-902 


-35646 


Sequence 


35646 


A 


1/4 


/ 


0 


. 3 


328 


6 


us - 


10 


-953 


-349 


-7521 


Sequence 


7521, 


Ap 


1 / b 


7 


A 

u 


. 3 


"3 O O 

3zo 


c 

0 


TTO 

us - 


10 


-449 


-902 


-34567 


Sequence 


34567 


A 


1 / b 


7 


A 

o 


. 3 


770 

3^y 


b 


TTO 

Ub - 


1 A 

10 


A A A 

-449 


AAA 

-902 


A 1 1 A T 

-31141 


Sequence 


31141 


A 


XII 


1 


A 
U 


7 
. 3 


777 

33z 


b 


TTO 

Ub - 


1 A 

10 


- y b3 


O A A 

-34y 


A A C "7 A 

-33b / Z 


Sequence 


33672 


A 


17ft 
J. / o 


7 


n 
u 


-3 
• -3 


7 1 "3 
33 3 


b 


TTO 
Ub - 


1 n 
1 0 


Q C 7 

- y b3 


~i A Q 

- 34 y 


-zb /o3 


Sequence 


26783 


A 


no 
i / 13 


7 


A 

u 


7 
. 3 


7 7 7 
33 3 


b 


TTO 

Ub - 


1 A 

10 


A A A 

-44 y 


AAA 

- yo^ 


-49293 


Sequence 


49293 


A 


i on 
lo 0 


/ 


U 


. 3 


33b 


b 


TTO 

us - 


10 


-449 


-902 


-33305 


Sequence 


33305 


A 


1 ft 1 

1 O 1 


7 


A 

u 


7 
. 3 


7/17 

343 


b 


TTO 

Ub - 


1 A 

10 


a a a 
-449 


AAA 

-902 


-33404 


Sequence 


33404 


A 


1 Q A 

lo z 


7 


0 


. 3 


344 


6 


US- 


10 


-449 


-902 


-41652 


Sequence 


41652 


A 


TOT 

183 


7 


0 


. 3 


346 


6 


US- 


10 


-511 


-937 


-2577 


Sequence 


2577, 


Ap 


184 


7 


0 


. 3 


346 


6 


US- 


10 


-953 


-349 


-9445 


Sequence 


9445, 


Ap 


lob 


7 


0 


. 3 


347 


6 


US- 


10 


-449 


-902 


-40082 


Sequence 


40082 


A 


1 o c 
lob 


/ 


0 


. 3 


348 


7 


US- 


11 


-330 


-363 


-19 


Sequence 


19, Appl 


1 ft 1 


7 


A 

u 


7 
- 3 


7 c 1 

3b 1 


b 


TTO 

Ub - 


1 A 

10 


A C 1 

-953 


-349 


-38008 


Sequence 


38008 


A 


loo 


1 


A 

0 


. 3 


T r 0 

352 


6 


US- 


10 


-449 


-902 


-38004 


Sequence 


38004, 


A 


1 Q Q 

lay 


-7 
/ 


A 
U 


. 3 


"5 C iT 

3bb 


6 


T TO 

us - 


10 


-449 


-902 


-42097 


Sequence 


42097, 


A 


1 Qfi 


7 
1 


A 
U 


7 
. 3 


7 c n 
3 b 0 


b 


TTO 

Ub - 


1 A 

10 


A A A 

-449 


AAA 

-902 


-38716 


Sequence 


38716, 


A 


1 Q 1 


7 

1 


A 
U 


7 
. 3 


3b 1 


b 


TTO 

Ub - 


10 


-449 


-902 


-49936 


Sequence 


49936, 


A 


192 


7 


o 


. 3 


362 


7 


T7Q- 


1 1 

X -L 


z y j 


by / 


- J£. Z 4 


Sequence 


3224, 


Ap 


193 


7 


0 


.3 


369 


6 


us- 


10 


-953 


-349 


-21193 


Sequence 21193, 


A 


194 


7 


0 


3 


371 


6 


us- 


10 


-953 


-349 


-28316 


Sequence 


28316, 


A 


195 


7 


0 


3 


372 


7 


us- 


11 


-293 


-697 


-4280 


Sequence 


4280, 


Ap 


196 


7 


0 


3 


373 


6 


us- 


10 


-449 


-902 


-29989 


Sequence 


29989, 


A 


197 


7 


0 


3 


374 


6 


us- 


10- 


-449 


-902 


-45960 


Sequence 45960, 


A 
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198 


7 


0 


. 3 


378 


6 

w 


U O J. U > _) J 


199 


7 


0 


. 3 


380 


6 


US - 1 0 - 4 4 9 

WW xw "X *X ^ 


200 


7 


0 , 


. 3 


385 




wO X 7 J -J 


201 


7 


0 , 


. 3 


385 


6 


US- 10 -44 9 


202 


7 


0 , 


, 3 


387 


5 


US - 1 0 - 4 4 9 

Uu X w 1*1/ 


203 


7 


0 , 


.3 


391 


6 


US-10-953 


204 


7 


0 , 


.3 


392 


6 


US -10-449 


205 


7 


0 , 


. 3 


392 


6 


US - 1 0 - 4 4 9 


206 


7 


0 , 


. 3 


396 




US - 1 0 - 4 4 9 

wo X W 117 


207 


7 


0 , 


. 3 


405 




US - 1 0 - 9 5 ~K 


208 


7 


0 , 


. 3 


412 


7 


US- 1 1 -949 

WO X X ^ *± ^ 


209 


7 


0 . 


. 3 


413 




US- 1 0-449 

UO X VJ 117 


210 


7 


0 . 


. 3 


414 




US- 10- 9 51 

W w _L W ^ J J 


211 


7 


0 . 


. 3 


414 


7 


US-11- 134 


212 


7 


0 . 


. 3 


415 


6 


US-10-953 


213 


7 


0 . 


,3 


415 


6 


US-10-449 


214 


7 


0 . 


3 


415 


6 


US-10-449 


215 


7 


0 . 


,3 


416 


6 


US-10-953 


216 


7 


0 . 


3 


424 


7 


US-11-121 


217 


7 


0 . 


. 3 


425 


6 


US-10-953 


218 


7 


0 . 


3 


426 


6 


US -10-449 


219 


7 


0 , 


3 


427 




US -10-953 


220 


7 


0 . 


3 


427 




US - 1 0 - 4 4 9 

ww X W 117 


221 


7 


0 , 


3 


428 


6 


US-10-449 

wtJ X W i i V 


222 


7 


0 . 


3 


428 




US - 1 0 - 4 4 9 

w w X VJ 117 


223 


7 


0 . 


3 


434 




US-10-953 

^ W XV -S -J -J 


224 


7 


0 . 


3 


436 




US-10-953 

wW Xw y JJ 


225 


7 


0 . 


3 


436 


6 


US-10-449 


226 


7 


0 . 


3 


436 


6 


US-10-449 


227 


7 


0 . 


3 


437 




US - 1 0 - 4 4 9 

w w X W 117 


228 


7 


0 . 


3 


440 




US -10-196 

O 1U X7Q 


229 


7 


0 . 


3 


440 


7 


US - 1 1 - 1 0 1 


230 


7 


0 . 


3 


444 




US - 1 0 - 4 4 9 

ww X W 117 


231 


7 


0 . 


3 


445 




IIS- 1 0-449 

wO X \J 117 


232 


7 


0 . 


3 


447 




TTC - 1 0-95"* 
w w iu jjj 


233 


7 


0 . 


3 


448 


7 


Tje_i "i -949. 

WO XX x 1 7 


234 


7 


0 . 


3 


449 


g 


US-10-449 

ww XL/ 117 


235 


7 


0 . 


3 


455 


g 


US-10-449 

ww X VJ 1*±7 


236 


7 


0 . 


3 


455 




US-10-449 

WW Xw TX 7X 7 


237 


7 


0 . 


3 


455 


7 


US-11 - 121 

WW XX X £i X 


238 


7 


0 . 


3 


457 


6 


US-10-449 

WW J- \J i i 


239 


7 


0 . 


3 


462 


6 


US-10-449- 


240 


7 


0 . 


3 


463 


6 


US-10-449- 

WW .A. W "X ^ 


241 


7 


0 . 


3 


465 




US-10-953 

WW -t W ^/ W *»J 


242 


7 


0 . 


3 


466 


6 


US-10-449 • 

ww XV/ ?X 1 7 


243 


7 


0 . 


3 


470 




US- 1 0-449 • 

wO 1U 117 


244 


7 


0 . 


3 


474 


7 


TTO_ 11 -701 ■ 
ww XX J w X 


245 


7 


0 . 


*i 
•j 


4 7 9 

*x / 7 


D 


TTQ _1 n - 44 Q . 
ww X 1 *x 7 


246 


7 


0. 


3 


479 


6 


US-10-449 


247 


7 


0. 


3 


479 


6 


US-10-449- 


248 


7 


0. 


3 


479 


6 


US-10-449- 


249 


7 


0. 


3 


485 


6 


US-10-449- 


250 


7 


0. 


3 


494 


6 


US-10-449- 



•349 


-13503 


Sequence 


13503, A 


■902 


-35073 


Secruence 


35073, A 


■349 


-7520 


Sequence 


7520, Ap 


902 


-48887 


Sequence 


48887, A 


■902 


-28659 


Sequence 


28659, A 


■349 


-7519 


Sequence 


7519, Ap 


902 


-42715 


Sequence 


42715, A 


902 


-52653 


Sequence 


52653, A 


902 


-52775 


Sequence 


52775, A 


349 


-9444 


Secruence 


9444, Ap 


505A-15 


Secruence 


15 AddI 


902 


-37744 


hmJ V^r W> A X \^ \^ 


37744 A 


349 


-9443 


Secruence 


9443, Ap 


228A-28 


Sequence 


28 . AddI 


349 


-27098 


Sequence 


27098, A 


902 


-36376 


Sequence 


36376, A 


902 


-40756 


Sequence 


40756, A 


349 


-30835 


Sequence 


30835, A 


154 


-101 


Sequence 


101, App 


349 


-2574 


Sequence 


2574, Ap 


902 


-33194 


Sequence 


33194, A 


349 


-13502 


Sequence 


13502. A 


902 


-35826 


Secruence 


35826 A 

W W W «j W , *i 


902 


-32373 


Sequence 


32373, A 


902 


-55088 


Sequence 


55088, A 


349 


-21192 


Sequence 


21192, A 


349 


-4746 


Sequence 


4746, Ap 


902 


-30829 


Sequence 


30829. A 


902 


-50460 


Sequence 


50460. A 


902 


-34619 


Sequence 


34619, A 


749 


-386 


Sequence 


3 86, App 


316 


-134 


Secruence 


134. Add 


902 


1 w / 7 V? 


Secruence 


43736, A 


902 


-49182 


Secruence 

w>»» ^uvii w w 


49182 A 


349 


-21191 


Sequence 


21191, A 


111 


-84 


Secruence 


84 Annl 

w tx , nuu i. 


902 


-53917 


Seanence 


53917, A 


902 


-56568 


Sequence 


56568. A 


902 


-56662 


Sequence 


56662, A 


154 


-98 


Sequence 


98, Appl 


902 


-56302 


Sequence 


56302, A 


902 


-50281 


Sequence 


50281, A 


902 


-54129 


Sequence 


54129, A 


349 


-4745 


Sequence 


4745, Ap 


902 


-50135 


Secruence 


50135, A 


902 


-37063 


Secruence 


37063 A 


554 


-1812 


Serruence 


1 fl 1 ? An 

X O X Ct f 


902 


-42607 


Sequence 


42607, A 


902 


-42905 


Sequence 


42905, A 


902 


-43946 


Sequence 


43946, A 


902 


-54875 


Secjuence 


54875, A 


902 


-56748 


Sequence 


56748, A 


902- 


-32246 


Sequence 


32246, A 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



June 26, 2006, 08:47:38 ; Search time 286 Seconds 

(without alignments) 
4159.216 Million cell updates/sec 

US-10-723-361-3 
2568 

1 MAI SSRLALWEQKIREEDKS PGTGRKDDDVAS IMKKYLQK 2568 



Scoring table: OLIGO 

Gapop 60.0 , Gapext 60.0 

Searched: 2097797 seqs, 463214858 residues 

Word size : 1 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 250 summaries 

Published_Applications_AA_Main: * 



2096646 



Database 



/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 
/EMC_Celerra__SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep:* 
/EMC_Celerra__SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB .pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 

Match Length DB 


ID 








Description 


1 


2568 


100.0 


2568 


3 


US- 


09 


-866 


-108-3 


Sequence 


3, Appli 


2 


2568 


100.0 


2568 


4 


US- 


10 


-723 


-361-3 


Sequence 


3, Appli 


3 


1720 


67.0 


2566 


4 


US- 


10 


-080 


-334-162 


Sequence 


162, App 


4 


1717 


66.9 


2566 


4 


US- 


10 


-080 


-334-163 


Sequence 


163, App 


5 


457 


17.8 


457 


4 


us- 


10 


-108 


-260A-3424 


Sequence 


3424, Ap 


6 


311 


12.1 


311 


4 


us- 


10 


-029 


-386-33884 


Sequence 


33884, A 


7 


162 


6.3 


162 


3 


us- 


09 


-864 


-761-33534 


Sequence 


33534, A 


8 


101 


3.9 


111 


5 


us- 


10 


-450 


-763-33164 


Sequence 


33164, A 


9 


58 


2.3 


205 


5 


us- 


10 


-450 


-763-33165 


Sequence 


33165, A 


10 


52 


2.0 


52 


3 


us- 


09 


-864 


-761-35057 


Sequence 


35057, A 


11 


47 


1.8 


47 


4 


us- 


10 


-029 


-386-27566 


Sequence 


27566, A 


12 


43 


1.7 


43 


4 


us- 


10 


-029 


-386-27454 


Sequence 


27454, A 


13 


37 


1.4 


66 


4 


us- 


10 


-029 


-386-27558 


Sequence 


27558, A 


14 


12 


0.5 


1355 


4 


us- 


10 


-080 


-334-161 


Sequence 


161, App 


15 


12 


0.5 


1581 


4 


us- 


10 


-080 


-334-159 


Sequence 


159, App 


16 


12 


0.5 


1581 


4 


us- 


10 


-723 


-361-15754 


Sequence 


15754, A 
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17 


12 


n 


• j 




4 


TT<?- 


• 1 fi 

X \J 


-fififi 

VJ O VJ 


-774 -49 


Q c^m i pnpp 


4 9 Ann! 


1 ft 


1 9 

X 


o 


. 5 


2039 


4 


uo 


• 1 fi 

X u 


-477 


-574 - 18 


Q o m l Pr o 

OCV^UCllvC 


1 0 Ann! 


1 9 
j. y 


i n 

x v 


A 

V 


A 
• *± 


J X 2? 


4 

fi 


TTQ- 


. 1 fi 


_ 1 Cfi 

- XDO 


-761 - 1 1 fi79 
- /ox xxu / z 


Q o /tti i on ^ o 
OcijUcIlCc 


1 1 fi79 A 
X X U / Z , ri 


9 o 


1 fi 

X V 


n 


4 


7 9 Q 
•j y *j 


4 


T7Q- 

VJO 


. 1 fi 

X v 


-4 94 

*± Z fi 


- R99 - 1 4691 7 

J^J XIDZX / 


Qom i on 
Oc^Ucll^c 


14 6917 
x*±oz x / # 


Z X 


x u 


u 


A 


7C 1 
/ D X 


A 
ft 


Uo - 


. 1 fi 
• xu 


_ 4 77 
ft J / 


_0fi7-1 Qfil fi7 
-?DJ -XOOXOj 


O ^ i * ~r~i 

oecjuence 


1 Q£ 1 C7 


z z 


q 
y 


vj 


A 
. *± 


9 fi 


D 


TTQ _ 
UO 


. i i 

X X 


U / D 


-974 -797 
— Z Jfi j7 / 




7Q7 ann 
Dy / t App 


9 7 
Z j 


Q 

y 


u 


A 
. ft 


q £ 


ft 


TTQ - 


-LU 


ft J / 


- yO J - X / JfiOZ 


bequence 


1 7 1 A 0 


z *± 


Q 
-7 


u 




1 fifi 


4 
ft 


TTQ - 
UO 


. i fi 
xu 


-4 94 
~ftZfi 


-RQ0-947749 
-Dl7i7-ZflJ / flZ 


oecjuence 


O A "i 74 7 
Z4 J /HZ , 


9 R 
Z O 


Q 

y 


n 
u 


/I 
. ft 


X U D 


4 
ft 


TTQ - 


. 1 fi 
X u 


-494 
"ftZft 


-CQ0-O40fiQ7 
-D^7l7-ZftyUD / 


oecjuence 


7 A QfiC7 

Z4 yuD / , 


96 

Z D 


Q 
-7 


n 

u 


4 
. *x 


1 fi9 

X U 27 


4 
ft 


TTQ - 


. 1 fi 
X u 


-4 77 
*~ ft .3 / 


- qfi7 - 1 4 fi4 fifi 

— 7uj - XftUfiUo 


Q ^^r» ion 

Ocquence 


1 4 fi A fifi 
Xfi Ufi U O , 


2 7 


Q 

y 


o 


. 4 


114 


4 


TTQ - 

VJO 


■ 1 fi 

• X \J 


-494 


_ cqq _9fi9 fii 9 


Q o i on t~* o 


9 fi9 61 9 


9 ft 
Z o 


q 
-7 


u 


. ft 


1 9 fi 


4 
ft 


TTQ - 
UO 


. 1 fi 
' X u 


— 4 9 A 

— ft Zfi 


Oi7i7 XDZftXft 


S6Cpi6nC6 


1 C 7 A 1 A 
Xdz4 X4 , 


9 9 


q 


n 

\j 


A 
• *4 


19 7 


4 


TTQ - 
UO 


1 fi 

X VJ 


-767 
-/Of 


- 7fi1 - 7 1 79 fi 
— / UX-jX / ZU 


C o m i on o o 

oequen.ee 


7 1 77 fi A 
j X / Z U / A 


7 n 

O VJ 


q 
y 


a 


4 


141 

X*z X 


4 
** 


TTQ - 
UO 


1 fi 
X u 


-477 

fi «3 ' 


-967-1 ^9 fi7 1 
3QJ "XOZU / X 


Q o/^i i on ^ o 

oequence 


1 comi 
XD z u / x , 


7 1 


q 


0 
vj 


a 4 


1 f>fk 
X D D 


4 


TTQ - 

UO 


1 fi 

X VJ 


- fi76 

U / D 


-74 7 - R 7 


C o»^n i i— % 
OcCjUcULC 


fl7 &nr\l 

oj , Appx 


79 


9 


o 


t 4 


166 


fi 


TTQ- 

UO 


1 1 

X X 


- fiR7 


_ C -I fi _QO 


Qoni i on oo 


Q7 Ann 1 

00 / >\ppx 


77 

o J 


q 
y 


VJ 


A 
. *± 


1 77 
X / o 


4 


TTQ - 

UO 


1 fi 

X VJ 


-4 77 


- 0fi7 - 1 fiq 1 fi 1 


G o^n i on /"*o 

oequence 


xoy xo x 1 


74 


q 


U 


4 


1 7ft 
X / o 


4 
ft 


TTQ - 

uo - 


. 1 fi 
X u 


-4 77 
ft J / 


- 0fi7 - i fiqi fifi 

3DJ - XOi7XOU 


oequence 


1 CQ1 Cfi 

xo y xo u , 


J o 


q 
y 


u 


4 


1 7Q 
X / y 


4 
ft 


TTQ - 
UO 


. 1 fi 
xu 


-494 


- Dyy - Xozfl X / 


oequence 


1 C 7 A 1 7 


76 


q 


vj 


4 


1 ft fi 

X O VJ 


4 
fi 


TTQ - 
UO 


1 fi 
X u 


- 7fi7 


-7fi1 - fi9t;49 
— / UX-OZDftZ 


oequence 


c 0 c A 7 & 
oZ34z , A 


7 7 


q 
y 


U 


A 
. ft 


1 Q 1 
±y ± 


ft 


TTQ 

uo - 


1 fi 

xu 


-fiZD 


-lib -zUXzo U 


Sequence 


zUXzoO , 


7ft 

O O 


q 
y 


u 


4 
• ft 


9 fifi 


4 
ft 


TTQ - 
UO 


1 fi 
X u 


-4 94 

-ftzft 


-Dyy - ZZZ / i70 


oequence 


7 7 7 7 Q O 

zzz / yo , 


79 


q 


n 
vj 


4 


91 fi 


4 


TTQ - 
UO 


1 fi 
X u 


-494 
" ft Z ft 


_CQQ_1 fi4C7Q 
— Dyy "XOflDJO 


oequence 


1 fi A fi 


40 


9 


o 


, 4 


210 


4 


T7Q- 


1 fi 

X \J 


-4 94 


_ cq q _ 9 i C74 o 
Dyy zxo/fto 


Q o m i on /**o 

oequence 


9 1 

Z X D 1 *t O / 


41 


9 


o 


, 4 


210 


fi 


T7Q- 


■ 1 1 

X X 


- 096 

U *7 D 


- ^6ft A- 61 67 

JOOn DID / 


oequence 


CI C7 An 


42 


9 


o 


. 4 


211 


4 


TJS- 


10 


-424 


-R99-1 ^941 6 
zj y y i j^tio 


Qofn i on /~"o 
OCyuciiLc 


1 R94 1 6 


43 


9 


o 


, 4 


241 


4 


7JS- 


10 

X \J 


-424 


- ^99 -9694 09 


Cam lonpfi 
ocqucuLc 


9 694 fi 9 
z 0 z *± u y 1 


44 


9 


o 


. 4 


253 


fi 


TTQ- 

VJO 


1 1 

X X 


-097 
\jy / 


-14 7 -997ft6 
x*±o zzooo 


Q 0 m 1 on z - ' 0 

oequence 


9 9 7 Q 6 Zi 
Z Z J5 O O , A 




9 


vj 


t 4 




4 


TTQ - 

UO 


1 fi 
X u 


-4 9^ 

fi Z O 


-114-t;7c;ifi 
XXft " jjjIO 


oequence 


OJOlO, A 


46 
** o 


q 
y 


o 

w 


4 


7 fi9 


4 


TTQ- 
uo 


1 fi 
X u 


-494 
fi Z fi 


_CQQ_1 CTI l/l 
Di7i7 - XDjXoft 


oequence 


1 cn O/i 


4 7 


q 
y 


u 


4 


79 9 




TTQ- 
uo 


fiQ 
\Jy 


- Q9 ^ 
-7Z D 


- 7fi9 _40fi 
JUZ -*±y\J 


oequence 


4 y U , App 


4 ft 
*± o 


q 
y 


U 


4 
. ft 


79 9 
5 £y 


-3 


TTQ - 
Uo 


fi Q 

Uy 


-7Z D 


7fi7 A Qfi 

- juz -fiyu 


Sequence 


490, App 


49 
•± y 


9 


n 
\j 


# 4 


77 9 


A 
*± 


TTQ- 
uo 


1 fi 
x u 


Z O ft 


- fi4 0-971 Q 
Ufli7-Z / XO 


oequence 


7 7 1 □ A -o» 

Z / X 0 , Ap 


Z? u 


q 

-7 


n 
u 


4 
• fi 


7 77 


4 
ft 


TTQ - 

uo - 


1 fi 
X u 


-4 7 7 
ft -5 / 


Qfi7 1 

-7 0 J xfiy Z / fi 


Sequence 


X4yz^ /4 , 


51 


q 
y 


u 


4 


4 fi7 
fi U / 


4 
ft 


TTQ - 
UO 


1 fi 
xu 


. 7 fi q 


-fiyj Xfixfix 


Sequence 


X4X4X, A 


52 


9 




t 4 


4fift 


4 


TTQ - 
uo 


1 fi 
X u 


-4 7 7 
ft J / 


- Ofi7 - 1 fi4 fi9 7 
" XOfiUZJ 


oequence 


1 D A fi 7 7 


53 


9 


o 


t 4 


47fi 
1 j w 


4 


TTQ- 
uo 


1 fi 
X u 


-477 


- Ofi7 - 1 44 1 fi 1 
"XfifiXOX 


oequence 


1 A A 1 fi 1 

L*±*± Xo X , 


54 


9 


o 


, 4 


4 7 ft 

1 J o 


4 


TTQ- 
uo 


1 fi 

X u 


-4fift 


- 76 c ^A-9^q 

- / O 3/\ Z D 27 


oequence 


n C Q Ann 

z d y , App 


55 


9 


o 


p 4 


44 7 


4 


TTQ- 
uo 


1 fi 
xu 


-477 

- fi O / 


_ qfi7 _ 1 t;9 fi77 

jDj IjZU / Z 


oequence 


1 Q 7 fi 7 7 
XdzU /z , 


56 


9 


o 


, 4 


m 7 


4 


T7Q- 
uo 


1 fi 
xu 


-47 7 


-967-1 ft997fi 
3D J XOZZjU 


oequence 


1 fi 7 7 7 fi 
XoZZ J U / 


57 


9 


o 


t 4 


522 


4 


T7Q- 


i n 

X u 


-769 
.5 o y 


-497 - 1 m 


Qo^n i on 0 0 

oequence 


1 ncc a 


58 


q 




4 


jdo 


4 
fi 


TTQ - 
UO 


1 fi 
X u 


- 7 fi q 

~ J> O i7 


-4Q7-1 IQfic; 

fty«5 iiyuo 


oequence 


x xy Uo , a 


^ y 


q 
y 


u 


4 

. ft 


DUD 


ft 


TTQ 

Uo - 


1 fi 
X u 


-'SCO 

-Joy 


-f*yo - iid id 


Sequence 


11575, A 


60 


9 


n 
\j 


t 4 


DUD 


4 


TTQ - 
UO 


1 fi 
X u 


- 7 fi q 
J o y 


-407 - 1 4fi74 
ft27J XfiO / ft 


oequence 


1 A CI A A 

X4o /4 , A 


<J X 


q 


n 

u 


4 


69 n 

D Z U 


4 
fi 


TTQ - 
UO 


1 fi . 
X U ' 


- 9 Q 9 

- Z O z 


_199a OC7n 
XZ Zii- OZ 0 / U 


Sequence 


O <n O O, T\ 

oz 0 / 0 , A 


62 


9 


o 


f 4 


69 1 

O Z X 


4 


TTQ - 
uo 


1 fi . 
X u 


- 7 1 fi 


-9^7-44 
"Zjj - ft ft 


Sequence 


44, Appl 


63 


9 


0 


4 


67 9 

O J -7 


4 


77Q - 
UO 


1 fi . 
xu 


-9Q9 
z o z 


-1 99Zi-fi1 QfiQ 

xzzA-oxyuy 


Sequence 


oxyuy, a 


64 


9 


o 


t 4 


63 9 


4 


77Q- 
uo 


i n 

X u 


-9ft9 
z o z 


- 1 99 A - fi4fi 1 1 
XZ Zri - Ofi O X X 


O O/Tl Ol O 

oequence 


C A C 1 1 A 
04 Oil, A 


65 


9 


o 


, 4 


642 


— ' 


T7Q- 
uo 


1 fi 

X u 


-4 ft 7 
*± o / 


- fi7ft - 1 K 
U / O Ij 


Co/n 1 on ^0 

oequence 


1 £ Annl 


66 


9 


n 
w 


4 


7^1 

/ ZJ X 


4 


T7Q- 
uo 


1 fi 
xu 


-4 77 
ft «3 ' 


-Qfi7-1 79Qfi1 
-J/Oo X / z y U X 


oequence 


1 7 7 O fi 1 

x /zy ux , 


67 


9 


o 


, 4 


774 
/it 


fi 


T7Q- 
uo 


1 1 

X X 


-fifl7 
uo / 


_ fiQQ _ 7 Q4 fi 

KJyy I oft O 


oequence 


7 Q A C 7i-r\ 

/ 0 4 0 , Ap 


68 


9 


o 


. 4 


774 




TTQ - 
UO 


11 


X o o 


- 99ft - 1 ft9 7ft 
z^o xoz/o 


Corn lonpD 

oequence 


1 Q7 7fi A 
X O Z / O , A 


69 


9 


o 


f 4 


790 

t y \j 


fi 


77Q- 
uo 


1 1 . 

X X 


- fifl7 
U O / 


-fiQQ_74CQ 

" u yy — z*±Dy 


O q of 1 1 y~\ 0^ Ok 

oequence 


7 A C Q Aw 

z 4 d y , Ap 


70 


q 
y 


u 


4 


7 9 fi 
' y \j 


fi 

D 


TTQ - 
UO 


1 1 , 
X X ' 


•loo 


-zyo -z Jdo 


Sequence 


23 58, Ap 


71 


q 
y 


n 

VJ 


4 


7 91 

/ -7 X 


4 
fi 


TTQ - 
UO 


1 fi . 
xu 


-4 77. 


. QC1_1 770fi7 

- joj - x /z y Uz 


Sequence 


172902 , 


72 


9 


0 


.4 


929 


5 


US- 


10- 


-450 


-763-39772 




79779 A 


73 


9 


0 


.4 


1236 


5 


us- 


10- 


-805 


-684-89 


Sequence 


89, Appl 


74 


9 


0 


.4 


1347 


4 


us- 


10< 


-437 


-963-196404 


Sequence 


196404, 


75 


9 


0 


.4 


1502 


4 


us- 


10- 


-437- 


-963-159307 


Sequence 


159307, 


76 


9 


0 


.4 


1641 


4 


us- 


10- 


-437 


-963-194325 


Sequence 


194325, 


77 


9 


0 


.4 


1695 


4 


us- 


10* 


-723 


-361-15753 


Sequence 


15753, A 
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A 

4 


TTO 

Ub - 


10 


A 1 O 

-01/ 


-161 


-1734 


Sequence 


1734, Ap 


1 76 
X / 0 


P 
O 


A 


-3 
• J 


1 on 

iy u 


4 


TTO 

Ub - 


10 


O QO 

-z yz 


-798 


-1390 


Sequence 


1390, Ap 


1 77 
x / / 


P 
O 


A 


. O 


iy u 


4 


TTO 

Ub - 


10 


-40/ 


-963 


-120898 


Sequence 


120898, 


1 7ft 
x / 0 


R 
O 


A 
U 


. J 


1 QO 

iy u 


A 

4 


TTO 

Ub - 


10 


- / b / 


-701 


-42370 


Sequence 42370, A 


1 7 Q 
x / y 


Q 
O 


A 
U 


-3 
. O 


iy 4 


4 


T TO 

Ub - 


T A 
10 


/IOC 

-4zo 


-115 


-272328 


Sequence 


272328, 


1 ft 0 

x 0 V 


P 
O 


A 


-3 
• J 


1 QA 

x y ft 


A 
4 


TTO 
Ub 


1U 


/IOC 

-4z0 


-115 


-286052 


Sequence 


286052, 


1 ft 1 
X O X 


Q 
O 


A 
U 


-3 
. J 


1 Q Q 

iy 0 


4 


T TO 

Ub - 


"1 A 
10 


-424 


-599 


-170082 


Sequence 


170082, 


1 QO 
X a Z 


Q 
O 


A 
0 


. J 


iy y 


4 


T TO 

US - 


T A 
10 


-767 


-701 


-40331 


Sequence 40331, A 


1 ft "5 
loo 


Q 
O 


A 
0 


. J 


OAT 

z U 1 


A 

4 


TTO 

US - 


10 


/i 0 1 
-437 


-963 


-174274 


Sequence 


174274, 


1 ftA 
X 04 


Q 
O 


A 
U 


. O 


O A *7 

zU / 


4 


TTO 

Ub - 


1 A 

10 


-425 


-115 


-362347 


Sequence 


362347, 


1 ft R 

x 0 0 


P 
O 


A 

u . 


*3 
. O 


*0 O ft 

Z U O 


4 


TTO 

Ub - 


1 A 

1 0 • 


/" C /l 

- bo4 


-102 


-50 


Sequence 


50, Appl 


1 86 
x 0 0 


P 
O 


A 

VJ . 


-1 
> O 


911 
Z X X 


4 


TTO - 
Ub 


1 O 

1U 


/l O A 
-4z4 • 


-599 


-246269 


Sequence 246269, 


1 ft 7 


P 
O 


A 
U . 


-3 
. O 


911 
Z X X 


4 


TTO 
Ub - 


1U • 


A O O 
40 / 


-963 


-123010 


Sequence 


123010, 


1 ft ft 
loo 


Q 
O 


A 
U . 


-3 
. J 


z 14 


A 

4 


TTO 

Ub - 


n a 

10 • 


/IOC 

-425 


-115 


-246703 


Sequence 


246703, 


1 ft Q 


P 


A 
U 1 


. J 


Z 14 


0 


TTO 

Ub - 


T A 

10 • 


>1 C A 

-400 • 


-763 


-30939 


Sequence 


30939, A 


i qo 

x y u 


p 


A 

U . 


. O 


7 O O 

zz u 


c 
0 


TTO 

Ub - 


1 A 

10 • 


/l Q 1 

-4y 1 • 


-823 


-308 


Sequence 


308, App 


1 Q1 

X 7 X 


p 
O 


A 
U . 


. J 


7 7 7 
ZZ z 


A 

4 


TTO 
Ub - 


1 A 

10 • 


ceo 

- boy • 


-755 


-4 


Sequence 4, Appli 


1 Q9 


p 


A 
U . 


. 0 


O O "5 
ZZ O 


c 
0 


TTO 

Ub - 


11 ' 


A *7 /T 

- 0 /o • 


-164 


-17 


Sequence 


17, Appl 


1 Q7 


p 


A 
U . 




ZZ 0 


A 

4 


TTO 

Ub - 


1 A 

10 • 


/IOC 


-115 


-313986 


Sequence 


313986, 


194 


8 


0 . 


3 


233 


4 


TJS- 


10- 


-437 • 


-963 


-141733 


Sequence 


141733, 


195 


8 


0. 


3 


233 


6 


US- 


11- 


-096- 


-568A-4639 


Sequence 


4639, Ap 


196 


8 


0. 


3 


239 


4 


us- 


10- 


-437- 


-963 


-128658 


Sequence 


128658, 


197 


8 


0. 


3 


241 


4 


US- 


10- 


-437- 


-963- 


-112621 


Sequence 


112621, 


198 


8 


0. 


3 


243 


4 


US- 


10- 


-767- 


-701- 


-34108 


Sequence 


34108, A 


199 


8 


0. 


3 


244 


5 


us- 


10- 


-915- 


-002- 


-349 


Sequence 


349, App 
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200 


8 


0 


. 3 


246 


4 


US-10-425 


201 


8 


0 


.3 


253 


5 


US-10-732 


202 


8 


0 


.3 


265 


4 


US-10-425 


203 


8 


0 


.3 


267 


4 


US-10-425 


204 


8 


o 


. 3 


268 


4 


US-10-437 


205 


8 


0 


.3 


280 


4 


US-10-437 


206 


8 


o 


. 3 


280 


4 


US-10-425 


207 


8 


o 


. 3 


282 


4 


US-10-767 


208 


8 


o 


. 3 


286 


3 


US-09-911 


209 


8 


0 


. 3 


286 


3 


US-09-933 


210 


8 


o 


. 3 


286 


4 


US-10-004 


211 


8 


0 


. 3 


286 


4 


US-10-023 


212 


8 


0 


. 3 


286 


5 


US-10-612 


213 


8 


0 


. 3 


290 


4 


US-10-425 


214 


8 


0 


.3 


295 


4 


US-10-425 


215 


8 


0 


. 3 


301 


5 


US-10-450 


216 


8 


0 


. 3 


306 


4 


US-10-437 


217 


8 


o 


. 3 


309 


5 


US-10-450 


218 


8 


o 


. 3 


309 


5 


US-10-450 


219 


8 


o 


. 3 


311 


6 


US-11-097 


22 0 


8 


o 


. 3 


316 


4 


US-10-094 


221 


8 


o 


. 3 


318 


4 


US - 1 0 - 4 3 7 


222 


8 


o 


. 3 


326 


4 


US -10-437 


223 


8 


o 


. 3 


326 


5 


US-10-450 


224 


8 


o 


. 3 


330 


6 


US -11-096 


225 


8 


o 


. 3 


332 


4 


US -10-424 


226 


8 


o 


. 3 


339 


4 


US-10-424 


227 


8 


o 


. 3 


342 


4 


US-10-437 


228 


8 


o 


. 3 


342 


6 


US -11-096 


229 


8 


o 


. 3 


365 


4 


US-10-282 


230 


8 


o 


. 3 


366 


4 


US - 1 0 - 2 ft 2 


231 


8 


o 


. 3 


366 


4 


US -10-425 


232 


8 


o 


. 3 


367 


4 


US -10-437 


233 


8 


o 


. 3 


369 


4 


US -10-437 


234 


8 


o 


. 3 


369 


5 


US-10 -739 


235 


8 


o 


. 3 


372 


5 


US-10 -4 72 


236 


8 


o 


. 3 


374 


4 


US-10-425 


237 


8 


o 


. 3 


380 


5 


US-10-732 


238 


8 


o 


. 3 


382 


4 


US-10-112 


239 


8 


o 


. 3 


386 


4 


US-10-437 


240 


8 


o 


. 3 


388 


4 


US-10-424 


241 


8 


o 


. 3 


390 


4 


US -10-369 


242 


8 


o 


. 3 


399 


4 


US - 1 0 - 3 6 9 


243 


8 


o 


. 3 


401 


4 


US - 1 0 - 4 ? R 


244 


8 


o 


. 3 


424 


4 


US-10-437 


245 


8 


o 


. 3 


428 


4 


Uw Iv / D / 


246 


8 


0 


.3 


433 


4 


US-10-424 


247 


8 


0 


.3 


437 


4 


US-10-437 


248 


8 


0 


.3 


437 


5 


US-10-732 


249 


8 


0 


.3 


437 


5 


US-10-732 


250 


8 


0 


.3 


437 


5 


US-10-967 



115 


-212689 


Sequence 


212689, 


923 


-16485 


Sequence 


16485, A 


114 


-55950 


Sequence 


55950, A 


115 


-238339 


Sequence 


238339, 


963 


-156922 


Sequence 


156922, 


963 


-201505 


Sequence 


201505, 


115 


-231956 


Sequence 


231956, 


701 


-40917 


Sequence 


40917, A 


826A-4 


Sequence 


4 , App 1 i 


767 


-1012 


Sequence 


1012, Ap 


860 


-1012 


Sequence 


1012, Ap 


282 


-1012 


Sequence 


1012, Ap 


358 


-4 


Sequence 


4, Appli 


114 


-42588 


Sequence 


42588, A 


115 


-360990 


Sequence 


360990, 


763 


-38070 


Sequence 


38070, A 


963 


-146544 


Sequence 


146544, 


763 


-33636 


Sequence 


33636, A 


763 


-45424 


Sequence 


45424, A 


143 


-5346 


Sequence 


5346, Ap 


466 


-66 


Sequence 


66 . AddI 


963 


-173457 


Sequence 


173457, 


963 


-147426 


Sequence 


147426, 


763 


-30616 


Sequence 


30616, A 


568A-4638 


Sequence 


4638, Ap 


599 


-155660 


Sequence 


155660, 


599 


-155618 


Sequence 


155618, 


963 


-150479 


Sequence 


150479, 


568A-4637 


Sequence 


4637, Ap 


122A-73665 


Sequence 


73665, A 


122A-77642 


Sequence 


77642, A 


115 


-280964 


Secruence 


280964 . 


963 


-146546 


Sequence 


146546 , 


963 


-196554 


Sequence 


196554, 


930 


-7761 


Sequence 


7761, Ap 


928 


-546 


Sequence 


546, App 


115 


-239585 


Sequence 


239585, 


923 


-20690 


Sequence 


20690, A 


944 


-707 


Sequence 


707, App 


963 


-176490 


Sequence 


176490, 


599 


-169767 


Sequence 


169767, 


493 


-9743 


Sequence 


9743, Ap 


493 


-671 


Secruence 


671. Add 


115 


-313988 


Secruence 


313988 , 


963 


-142398 


Sequence 


142398 . 


701 


-43415 


Secruence 


43415, A 


599 


-184609 


Sequence 


184609, 


963 


-168762 


Sequence 


168762, 


923 


-3443 


Sequence 


3443, Ap 


923 


-3445 


Sequence 


3445, Ap 


648A-2 


Sequence 


2, Appli 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



June 26, 2006, 08:46:28 ; Search time 74 Seconds 

(without alignments) 
3037.549 Million cell updates/sec 



Title: US- 10 -723 -361-3 

Perfect score: 2568 
Sequence : 

Scoring table: 

Searched: 
Word size : 



1 MAISSRLALWEQKIREEDKS PGTGRKDDDVAS IMKKYLQK 2568 

OLIGO 

Gapop 60.0 , Gapext 60.0 
650591 seqs, 87530628 residues 
1 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 250 summaries 



649417 



Database 



Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3 

2 : /EMC_Celerra_SIDS3 

3 : / EMC_Ce lerra_SIDS3 

4 : / EMC_Ce 1 e r r a__S I DS 3 

5 : /EMC_Celerra_SIDS3 

6 : /EMC_Celerra_SIDS3 

7: /EMC Celerra SIDS3 



/ptodata/2/iaa/5_COMB . pep : * 
/ptodata/2/iaa/6_C0MB . pep : * 
/ptodat a/2 / iaa/7_C0MB . pep : * 
/ptodata/2/iaa/H_COMB . pep : * 
/ p t oda t a / 2 / i aa / P CTUS_C0MB . p ep 
/ptodat a/2 / iaa/RE_COMB . pep : * 
/ptodata/2/iaa/backf ilesl .p 



pep: 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 

NO. 


Score 


Query 

Match Length DB 


ID 








Description 


1 


2568 


100.0 


2568 


2 


US- 


09- 


866 


-108A-3 


Sequence 


3, Appli 


2 


12 


0.5 


1581 


2 


US- 


09- 


866 


-108A-15754 


Sequence 


15754, A 


3 


10 


0.4 


232 


2 


US- 


09- 


902 


-540-11664 


Sequence 


11664, A 


4 


9 


0.4 


1695 


2 


US- 


09- 


866 


-108A-15753 


Sequence 


15753, A 


5 


9 


0.4 


1960 


2 


US- 


09- 


538 


-092-1077 


Sequence 


1077, Ap 


6 


9 


0.4 


1960 


2 


US- 


09- 


949 


-016-10872 


Sequence 


10872, A 


7 


9 


0.4 


1972 


2 


US- 


08- 


875 


-435B-3 


Sequence 


3, Appli 


8 


9 


0.4 


1972 


2 


US- 


08- 


875 


-435B-4 


Sequence 


4, Appli 


9 


9 


0.4 


1976 


2 


US- 


09- 


538 


-092-1078 


Sequence 


1078, Ap 


10 


8 


0.3 


21 


2 


US- 


08- 


894 


-017-9 


Sequence 


9, Appli 


11 


8 


0.3 


21 


2 


US- 


09- 


456 


-474-9 


Sequence 


9, Appli 


12 


8 


0.3 


40 


2 


US- 


08- 


894 


-017-2 


Sequence 


2, Appli 


13 


8 


0.3 


40 


2 


us- 


09- 


456 


-474-2 


Sequence 


2, Appli 


14 


8 


0.3 


57 


2 


us- 


09- 


205 


-258-1015 


Sequence 


1015, Ap 


15 


8 


0.3 


57 


2 


US- 


10- 


004 


-860-1015 


Sequence 


1015, Ap 
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i b 


Q 
O 


A 
U 


7 




0 
z 


uo-uy-Dij-yyy^-'-ooii 


oequence 


6611 Ata 
Doll , Zip 


1 7 


Q 
O 


n 
U 


•a 
. j 


7 n 


0 
z 


TTQ-.nO - OQA _ m 9 _ P 


bequerice 


O / Appil 


1 Q 


Q 
O 


u 




7 n 


z 


TTO HQ ACC 4TA 0 

Ub - Uy-4DO - 4 /4 -0 


bequence 


8 , Appli 


±y 


Q 
O 


u 


. 6 


p n 


z 


Uo-uy -ozi-y/o-Dyoo 


Sequence 


d y 0 0 , Ap 


o o 

z u 


Q 
O 


n 




1 1 A. 


0 

z 


tto no ood mo 
Uo-Uo -oy4-Ul / -4 


Sequence 


4 , Appi 1 


O 1 

z 1 


O 

o 


U 




1 1U 


z 


TTO HQ AHA A 

Uo-Uy -4DO-4/4-4 


Sequence 


yi 7V lAr\ 1 1 

4 f Appi 1 


9 0 
z z 


o 


A 

U 




IjU 


0 

z 


TTO-AQ OQA HIT CL 

Uo -uo-oy4-ui / - O 


bequence 


6 t Appi i 


A o 
Z J 


Q 

o 


0 




inn 

1 J u 


z 


T TO AO A C C A '"I A C 

Ub-Uy-4bo-4 / 4 -0 


Sequence 


6, Appil 


OA 
Z ft 


Q 
O 


A 

U 




1 77 


z 


TTQ-1 n _ 1 HA - H4 7 _ 7 H9 R 
UO - 1 u - 1 Uft - Ufi /-jUZD 


bequence 


709Q An 
D U Z D , Ap 


9 c. 
z b 


Q 
O 


A 

u 


. J 


1 OA 

12* U 


A 
Z 


TTO no OQA mo 1 

uo-uo-oy4-ui /-i 


bequence 


1 , App 1 i 


9 6 
z o 


Q 
O 


A 
VJ 


1 
. J 


12* U 


z 


TTC — HQ A1 A 1 
Uo-Uy~4DO w 4 / 4 _ 1 


Sequence 


1 / Appi i 


9 7 
Z / 


G 

o 


A 


-3 
. J 


914 
Z 1ft 


1 


TTG_riQ-91 7-797-A 
UO"UO"Zl / "j£ / ft 


bequence 


4 , App 1 1 


9 Q 
Z O 


Q 

o 


A 

VJ 


"3 
. J 


9 1 Q 

4S i y 


A 
Z 


TTO HQ TC') QQ17V OQAOP 

uo-uy -zdz -yy ia-zoZzo 


Sequence 


A O A A O A 

ZoZZ 0 , A 


9 Q 

z y 


Q 
O 


A 
U 


-3 
. J 


9 71 


1 


TTO-OQ 991 TCflA Q 

uo - uo - zz 1 - /dua- y 


Sequence 


9 , App 1 i 


7 O 


Q 
O 


A 
U 


-3 
. J 


9 7 C 

z / o 


A 

z 


TTO HQ A 0 Q H7Q7V QCQA 

uo-uy -4 by - ujyA- yoy u 


Sequence 


Q/*ftft A n 

y 0 y u , Ap 


J 1 


o 

O 


A 
U 


■3 


o o c 
ZOO 


0 

z 


TTO f~\ A AAC ACO TA1A 

US - Oy-205-258-"1012 


Sequence 


1012, Ap 


7 o 
-3 Z 


Q 

o 


A 

u 


. J 


ZOO 


z 


TTO A Q HQ OA^ A 

Uo -uy-Jiy-oUo-4 


Sequence 


4, Appil 




Q 

o 


A 
U 


-3 
. J 


Zoo 


0 

z 


tto in r\c\A QC(\ iaio 
Uo-lU -UU4 -00U-IUIZ 


Sequence 


1 A T A A -w* 

1 U 1 z , Ap 


D4 


Q 
O 


A 
U 




J 1Z 


Z 


TTO AO O Q A ATT TA 

Ub-Uo-oy4-Ul / - 1U 


Sequence 


10, Appi 


7 c 


Q 
O 


A 

u 


"3 
. J 


119 
J 1Z 


Z 


TTO A.Q AQ.C AHA 1A 

Ub-Uy-4bo~4 / 4-1U 


Sequence 


1 U , App 1 


7 6 


Q 

o 


A 


-3 
. J 


Jft O 


z 


TTO HQ OCO QQl A 7 AC A E. 

ub-uy-ZDZ - yyi/\- jud4d 


O Ok or 1 1 am 0* Ok 

bequence 


O A C A C A 
DUD4D/ A 


1 7 


Q 

o 


A 
U 


~i 
. O 


~IA A 
j ft ft 


A 

z 


TTO HQ A Q Q niOB Q *3 A Q 

ub-uy-4oy-uj yA- o j4y 


Sequence 


O A /I Q 7\ — « 

0 d 4 9 , Ap 


7 0 
D o 


O 
O 


A 
U 


•3 




1 
1 


TTO HQ AQ1 Ql /I A 1A 

Ub Uo4ol- ol4A- 1U 


Sequence 


1U, Appi 


7 0 


o 
o 


n 




17 9 


z 


TTQ-HQ-41 7-P1 4 - 6 Q 
UO v-? fx±J Oil DJ 


O A on 1 0^ oj 

bequence 


0 y , App 1 


4 o 


Q 

o 


n 


-3 


-37c 
J / D 


1 

J. 


TTO - 00-097-006-1 
UOUOUZ / "7oD 1 


O on 1 Okt^ 01 Oi 

bequence 


1 , App 1 1 


ft X 


Q 
O 


n 

u 


• J 


77 R 


1 


TTC -00-097-006-9 

uououz /-yooz 


O On 1 ATI Ol A 

bequence 


2 , Appli 


A 9 
ft z 


Q 
O 


n 


-3 
. J 


4 19 
ft X Z 


A 

z 


TTC _ O Q _ 9 7 O - lai A1QOA 

ub-uy-z / u /o / -4iyo4 


Sequence 


A 1 Q Q A A 

4iyb4, A 


4 D 


Q 
O 


A 

u 


-3 
. O 


A. 1 A 
*± lfi 


A 

z 


TTO AO ACO QQl Tk OAQ"3A 

ub -uy-zDz- yy ia- z uy 3 u 


Sequence 


A A Q "3 A TV 

20930, A 


A A 
ft ft 


Q 
O 


u 


-3 
. O 


fto / 


1 


TTO OQ 1 1C TTO A 

Ub -Uo-lJO-liy-4 


Sequence 


4, Appil 


ft D 


Q 
O 


A 

u 


1 
. J 


fiJ / 


1 
1 


TTO A 1 QQA *7 1 1 A 

Ub- U /-ooZ - /11-z 


Sequence 


2, Appli 


A 6 
ft o 


O 
O 


A 

u 


. J 


4 7 7 
f±J / 


1 


TTC-OQ-797 A 1 CD 17 

Ub- Uo - / Zo-41Dd-1j 


Sequence 


Id , Appi 


4 7 

ft / 


D 
O 


A 

u 


-3 


A 7 7 


1 


TTO — OQ A01 Q 1 A 7A £ 
Ub - I/O - 4ol _ o 14 A - o 


Sequence 


0, Appli 


4 ft 
*± o 


Q 
O 


n 
u 


« J 


4 7 7 
ft .5 / 


1 


TTC-OQ_A^9_1 7A-9 
UO WO-40Z -1 / 4- Z 


Sequence 


2 , Appi i 


4 9 


Q 
O 




"3 
• J 


47 7 
fx «J / 


z 


TTC-OO-QOI - OQ9-1 

uouo — oui-uyz — 1 


O on 1 am 01 a 

bequence 


1, Appli 


aO 


O 

o 


n 
u 


"3 
. J 


4 7 7 
fx J / 


9 
z 


TTO-OQ — 1 OQ C9*7a 17 

uo-ui?-ioy oz / a- id 


O 01 or 1 1 Ok vi ov Ok 

bequence 


Id , Appi 


c 1 


Q 

o 


u 


-3 
. J 


4 7 7 
fx J / 


9 
z 


TTC-OQ-9A9 '77'7 O 

uo-uy-zftz - / 0 / z 


O Ok on 1 AT^ Of A 

bequence 


2 , Appli 


o z 


O 

o 


n 


-3 
. J 


4 7 7 
fx J / 


9 
Z 


TTC - OQ lie 117 1 
UO Uy-DlD-llDl 


Sequence 


1, Appli 


c 7 
d o 


p 
o 


n 


-3 
. J 


4 7 7 
fxO / 


9 
Z 


TTC— OQ 71 A QCl 1*3 

Ub- uy - / lu-ooi-iD 


Sequence 


T *3 71 — — T 

Id , Appi 


R A 
D ft 


R 
O 


u 


. J 


4 7 7 
ftJ / 


9 
Z 


TTC OQ 71 C 11C 1 

Ub- uy-DiD - 110-1 


Sequence 


1, Appli 


D D 


p 
O 


U 


-3 
. O 


y! 7 Q 
fx J O 


z 


t to AO a a a fti t 0 n n 0 

ub- uy-y4y -oio-od/o 


Sequence 


8378, Ap 


D o 


p 
O 


A 

u 


-3. 
. J 


A "3 Q 
fx J O 


0 

z 


TTO AQ Q/IO A1 ^ OA*7A 

Ub-Uy-54y -016-8379 


Sequence 


8379, Ap 


c. 7 
D / 


p 
O 


A 

u 


. J 


A 7 O 
ft J b 


A 

z 


TTO AQ QytO fti f 0*3OA 

ub- uy-y4y -uio-odoU 


Sequence 


O "5 O ft TV M. 

838 0, Ap 


0 O 


p 
O 


A 

u 


o 
. J 


A 7 O 
fx J O 


A 

z 


TTO AQ Q A O fti f 0*301 

ub-uy-y4y -uio-odoI 


Sequence 


8381, Ap 


C Q 


p 
O 


U 


-3 
. J 


/l A A 


n 
Z 


T TO AQ Q A A A1^ nn » 

US - 09-949-016-9774 


Sequence 


9774, Ap 


& 0 


p 
O 


A 

u 


•J 
. J 


>1 /l O 

44Z 


A 

z 


TTO AQ ACA OQT7V ATCAA 

Ub-U9-ZDZ -yyiA-3lD03 


Sequence 


31503, A 


6 1 


P 

o 


A 

u 


•3 
. J 


a 7 n 

ft / U 


9 
Z 


TTO AQ ACA QQ1A A^AIA 

ub-uy-ZDZ- y y lA-zoD lz 


Sequence 


26312, A 


D Z 


P 
o 


n 


*5 


4 7 6 
ft / O 


1 


TTC-OO-1 7Q-Q77-1A 

uo -uo ijy-yD / -14 


Sequence 


1 A 7.— — 1 

14 , Appi 


6 7 


Q 

o 


n 

u 




4 7 6 
ft / O 


c 
D 


DPT - TTC Q 7 — 1 1 7 1 O 1 A 
FL. 1 - Uo y D -11D1U-14 


Sequence 


14 , Appi 


64 


Q 
o 


n 

u 




4 7 P, 
ft / 0 


9 

z 


TTC-0Q-QAQ-O1C 100C1 

ub- uy-y4y-uio-iuzDi 


Sequence 


1 A A C 1 A 

1 Uz b 1 , A 


6 c 


p 
O 


n 


. J 


^1 6 
D ± O 


9 
Z 


TTC_0Q-9I^9 QQ17A moc 

uouy-ZDZ-yy ia- i / / z o 


Sequence 


1 / /zo , A 


66 

D D 


P 

o 


A 
U 


-3 
. O 


DZ 1 


9 
Z 


T TC OQ C Q 7 IIO /IT1A 

Ub-Uy-DOD-llU-4 /lz 


Sequence 


4712, Ap 


67 


p 
o 


A 
U 


-3 
. O 


DZ 1 


9 

z 


TTO IA 1 A f\ OTA O 

Ub- 1U-14U-D /z-o 


Sequence 


8, Appli 


£ Q 


p 
o 


A 

u 


-3 


coi 
DZ 1 


A 
Z 


TTO AQ *7^Q TO*7 1AA 

ub-oy- /by - /0/-129 


Sequence 


129, App 


0 -/ 


p 
o 


A 

u 


-3 


dz y 


A 

z 


TTO AQ Q/IO A"l^ OAIO 

Ub-09 -949 -016 -8918 


Sequence 


8918, Ap 


7 n 


p 
o 


A 


-3 


D J 4 


1 


TTO AQ cn TO>l A 

Ub-Uo-D / / -lo4-Z 


Sequence 


2, Appli 


71 


8 


0 


. 3 


575 


2 


US -09-328-7 c 2-7791 


Co An iDriPD 


779 1 At^ 

/ / z 1 , /\p 


72 


8 


0 


.3 


602 


2 


US-10-094-749-2246 


Sequence 


2246, Ap 


73 


8 


0 


.3 


605 


2 


US-09-252-991A- 19462 


Sequence 


19462, A 


74 


8 


0 


.3 


655 


2 


US-09-248-796A- 15832 


Sequence 


15832, A 


75 


8 


0 


.3 


668 


2 


US- 09 - 252- 99 IA- 329 73 


Sequence 


32973, A 


76 


8 


0. 


.3 


690 


2 


US-09-252-991A-16715 


Sequence 


16715, A 
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7*7 
/ / 


Q 
O 


n 


. 3 


77/L 
/ 4*± 


7 
Z 


TTC A Q 7R7-QQ1Zi_7fi77ft 
Ub _ U27 "ZjZ - 27 27 X A - JUZZ O 


oecjuence 


7 n 7 7 Q A 
3 UZ ZO , A 


7P. 


Q 
O 


n 


-3 


77 Q 


7 
Z 


TTC-.HQ-.7R7-QQ1 Zi-977fi1 
Uo U27 ZDZ 27-7 Z / / O X 


ocquencc 


77761 & 
Z / / O X / i\ 


7Q 

/ 2? 


o 
o 


n 

U 




74 


7 
Z 


TTC-AQ-7R7-QQ1 Zi-7Q77fl 
UO U2/ ZDZ 2727 in Z 2?Z Z O 


C ^/*ti i An a 


7Q77P & 


ft n 


Q 

o 


n 
u 


. J 


ft Q ft 
O 27 O 


7 
z 


TTQ-nQ_Q4Q-m fi-1 HQQ7 
UO ~W27 - 27»t27~UX0 XU27O / 


oecjuence 


xuyo / / a 


ft i 

o X 


p 
o 


a 
U 


. J 


1 77 7 
X Z Z / 


7 
Z 


TTC_AQ_CQQ_1 QQD.I AC 
UO-U27 OCJcJ - XOOD XUD 


oecjuence 


1 A C Ann 
XU3 / App 


ft 0 

O Z 


Q 
O 


n 


. 3 


177 7 
X z z / 


7 
Z 


UO~U27 _ Z27X-^X / U 1U J 


oecjuence 


1 AC Ann 

X U 3 , App 


ft 7 


Q 


A 

u 


. J 


174ft 
x Z *± O 


X 


UO _ U27-"UOU-027 / " Z 


oecjuence 


2 , App 1 i 


ft 4 


Q 
O 


A 

u 


. 3 


1 7/1 ft 
X Zfi C3 


7 
Z 


TTC A Q lOI TIC O 


Secjuence 


2, Appli 


ft R 
O 3 


Q 

o 


A 

u 


"1 
. J 


X Z 33 


X 


ttc _ n q _ non - dqi 4 

UO" U27~Ut3U t52/ / ft 


oecjuence 


4 / App X 1 


ob 


Q 

o 


A 

u 


. J 


T O C C 


z 


Tin AO OQQ CQC 1 

Uo - U o - o 27 9 - 5 2? 5 - 1 


Sequence 


1, Appli 


ft7 
o / 


Q 
O 


A 
U 


• 3 


1 9^R 


7 
z 


TTC-flQ-777-77R-4 


oecjuence 


ft , Mpp X X 


ft ft 
o o 


D 
O 


A 
U 


7 

. J 


1 71 
1 JiD 


7 
Z 


TTC~nft_ftQQ_RQR_7 
UO U0 02727 - 327D j 


oecjuence 


3 / Appli 


ft Q 
O 27 


O 
O 


A 


. 3 


X 3 O X 


7 
z 


TTC-0ft-ft94-ni 7-77 
UO UO 027ft~UX/ — ZJ 


Oa^n i An a 

oecjuence 


7 7 Arvr>1 
Z3 , AppX 




ft 

o 


o 


• J 


X _) O X 


o 


TT c ?-09-4Rfi-474-97 

LIO V/27 1 JO ft / 1 Z3 


Ca/ti i on /~« a 

oecjuence 


7 7 

Z 3 , ".pp X 




ft 

o 


o 


7 


X Zj O J 


7 


R7R94 RO -9 


Dat~omt~ \T/^» 
ratcIlL iNO 


R7 R74 Cft 

jj bz fi b u 




Q 
o 


A 
\J 


-3 
. 3 




i 

X 


TTC-0ft-fift7-QRfiA-97 
UO UO OO / 273DM. Z3 


C A/*"n i An no 

oecjuence 


Ol Ann! 
, AppX 


Q7 


p 
o 


A 
U 


-3 
. J 


791 0 
«5 Z X U 


7 
Z 


TTC-nQ-R7ft_nQ7_1 1 C4 
UO U?"JJO _ U27Z _ XXDfk 


oecjuence 


1 1 C A An 

X X b 4 , Ap 


94 


p 
o 


A 
U 


"3 
. -5 


7 74ft 


X 


TTC_nft_7ci _7nn_i 


oecjuence 


1, Appli 


27 D 


p 
o 


A 
U 


-3 
. 3 


7 74 ft 


c 

3 


FUI "Uo27D-XozXb - X 


Secjuence 


X, Appli 


Q6 


7 


A 

u 


-3 
. 3 




7 
Z 


TTC-IH-I'JO QOAT3 OA 

Uo-XU-Xjz-27zUd-zU 


Sequence 


OA A-nn.1 

zU, AppX 


97 

y / 


7 


A 

u 


-3 
. 3 


1 1 
X X 


Z 


TTC AQ inn CQCP OA 
Uo U 27 - / UU-0270L.-ZU 


Sequence 


OA A _ _ 1 

20, Appl 


Q ft 

y o 


n 
/ 


A 

u 


-3 
. 3 


1 4 
X*i 


z 


TTC 1 A 1 *10 QO AD 1 1 

Uo- XU - X jz -yZva- 13 


Sequence 


TO A MM. 1 

13, Appl 


99 


7 


A 


. 3 


1 4 
X *x 


7 
z 


TTQ -09-700-696^-1 7 
UO U 27 — / UU"~0270L.-XJ 


O A^M 1 An A 

oecjuence 


1 1 Ann! 

Ij , AppX 


100 


7 


o 


. 3 


9 0 


2 


TTCI-09-171 -479A-76 

UO U 27 X/X tOZri JO 


Oom i An /*■» a 

oecjuence 


7 6 Ann 1 
J 0 , App X 


101 


7 


0 


. 3 


9 0 


2 


TTC - 09-1 71 - 479ZV-77 


C A/Tl 1 An <^ A 

oequence 


7*7 A nn 1 
3 / , AppX 


1 00 

-L V & 


7 


A 
U 


. j 


74 
Z fi 


7 

z 


TTC - H Q _ 7 Q H - 1 74T2t 7ft 
Uo-U27-J27U'-Xjfir5-Jo 


Sequence 


*3 Q Ar\v\1 

Jo, AppX 


1 07 

1 U J 


7 


A 
U 


O 
. 3 


9 ^ 

z o 


7 
z 


TTC-nQ-77H-767_61 77Q 
UO - U27-Z / U /O / -OXZZ27 


Sequence 


b Xzz y , A 


1 04 


7 


A 
\J 


-3 
» J 


9 9 

Z 27 


1 

X 


TTC-07-77Q-0QQ-4 
UO U / /Z27 — U2727 _ fl 


oecjuence 


4 , Appli 


10^ 


7 


A 


-3 
. 3 


9 9 

Z 27 


1 

X 


TTC-0ft-7R7-7Q7^4 
UO U O Z 3 / 3 2/ Z ~ ft 


oecjuence 


4 , Appli 


1 f)6 


7 

/ 


A 
U 


-3 
. 3 


O Q 
Z 27 


7 

z 


TTC AQ T7A A7C >t 

Ub - U o - / / U-Ujo-4 


Sequence 


4, Appli 


1 07 

X U / 


7 


A 

U . 


7 
. 3 


J u 


7 
Z 


TTC AQ OTA r 7^T F 7 COAAO 

Uo-uy-z / U - /o / -boUUo 


Sequence 


c a f\ r\ o a 

58008, A 


1 Oft 

-L \J O 


7 


A 

u . 


•3 
. b 


7 1 
J X 


7 
Z 


TTC _ HQ- 6 4 n O 1 T 7A *7 4Q 
UO ~ U27 - OfiU - Z HA" /4o 


Sequence 


H A O A 

74 8, App 


1 HQ 

X U 27 


7 


u , 


-3 
. J 


J J 


«5 
z 


TTO AQ / Q1 yin o 

Ub - U27-f±27X-ol4B-o 


Sequence 


8, Appli 


1 1 n 

J. -L \J 


7 


A 

\j . 


7 


7 7 


7 
Z 


TTC-HQ OCQ 4*74 Q 
UO U27 _ Z327-ft / fi-27 


Sequence 


y, Appn 


111 


7 


0 


> 3 


7 R 


7 
z 


TTC-nQ-77H-767-R7R6R 
UO _ U27 - Z / U /O / 3 / 30 j 


oequence 


b / bbb , A 


1 io 

X X A 


7 


A 
\J « 




7 7 


-3 


TTC -00-64*7 C44A 04C 
UO U 27 - O ft / 3f±f±H. - Zf±3 


Sequence 


O A C A nn 

z 4 b , App 


113 


7 


0 


i 3 


49 
*± z 


7 
z 


TTQ-1 0-001 - ftfl7-Qn 
UO"1U"UUI - 00 / -27U 


Sequence 


QA A nn 1 

y u , App X 


114 


7 


0 


7 
■ 3 




7 
z 


TTC-09-9n7-R4H-1 677R 
UO *J 27 _ 27 UZ - 0*± U XOZ Z 3 


oecjuence 


1 CO O C A 

Xbzzb , A 


115 


7 


A 
\J . 


-3 
. 3 


4 R 


7 
z 


TTC-1 n - 1 R7-774-74 
UO - X U - X 33 - «5Jfi Jft 


Sequence 


1 A TV nn 1 

34, AppX 


116 


7 




-3 

. J 


4 


7 
z 


TTC-1 O - 1 R7-774-4Q 
UO - X U - XD3 - JJfft -flO 


oequence 


A Q A nn 1 

4o, AppX 


117 

XX/ 


7 


A 
U . 


-3 

. J 


4 7 


7 
Z 


TTC -HQ 76*7 £AC")A 

Uo u y - z / u - / b/ -oUozU 


Sequence 


60620, A 


lift 

X X o 


7 


A 
U , 


-3 


t; i 


z 


TTC AQ CO! Q*7£ £"I/IQ 

Uo- uy-ozx-y /o - ox4o 


Sequence 


6148, Ap 


1 1 Q 
1 X J 


7 


A 
U . 


-3 


bJ 


Z 


t to aq cn nonn a a a £ 

Uo- oy -51 J -yyyc-4446 


Sequence 


4446, Ap 


i on 


7 
/ 


A 
U « 




C 4 


n 
Z 


T TO AQ C1*3 QQQ/^ ^CTI 

uo-oy-bij -yyyc-65/1 


Sequence 


6571, Ap 


191 


7 


A 
U « 


. J 


^4 


7 
Z 


TTC_ no cn qqqp cc^a 
uo - uy-3Xj>-yyyL-Doz4 


Sequence 


6624, Ap 


199 


7 


A 
U . 


o 

. J 


c^4 


7 
Z 


TTC-HQ CI 1 QQQp TCI Q 

Uo uy- bii -yyyL - / bxy 


Sequence 


7519, Ap 


1 

XZ J 


7 


A 
U . 


-3 

. J 


D D 


Z 


TTC AQ QAO C A A 1 "3 7 Q C 

Uo - uy-yuz-b4u-i2> / yo 


Sequence 


13795, A 


194 


7 


A 
U . 


> J 


D 27 


7 
Z 


TTC-HQ 77A 7C7 4A7<;Q 

uo-uy-z / u - / b / -fiu /oy 


Sequence 


A A *7 ^ Q A 

40769, A 


1 9S 
j- -j 


7 


A 
\J . 


-3 


CQ 
D 27 


7 

z 


TTC-nQ_77H-767 CCQQC 

uo u 27 - z / u - / o / -obyob 


Sequence 


rronr * 

bbyob, A 


1 9fi 


7 


A 
U . 


-3 
J 


7 


7 
z 


TTC _ HQ _ 67 1 - Q76 4 C C *3 

uo-uy-ozx-y / d- 4D3j 


Sequence 


A C C "3 An 

4 b b b , Ap 


127 


7 


A 
\J t 




6R 


7 
z 


TTC-nQ_4ftft_7QQ-QC 

uo uy-fioo - / yy-yb 


Sequence 


O C Ann 1 

yb, Appl 


128 


7 


A 


J 


O 3 


7 
z 


TTC-OQ-77H-767 - trCTQC 

uo-uy-z / u - / o / bo / oo 


Sequence 


C C 7 O C A 

56786, A 


129 


7 




-5 
-) 


O 23 


7 
z 


TTC-HQ-4Q7 _7QCIT2l_Q7 

uo-uy-fiyj- /ybo-yj 


Sequence 


Q"3 Annl 

93 , Appl 


130 


7 




"I 

-3 


fiR 


7 
z 


TTC-fiQ-4Q7 _7QRP-Q*7 

uo-uy-f±yj- / ybo y/ 


Sequence 


0*7 Annl 

97 , Appl 


131 


7 






fiR 

O 3 


7 
z 


TTC - fi Q - Q fift _ 74 1 _ Q C 

uo-U27-yuo - /4X-yb 


Sequence 


C\ f~ A nn 1 

95, Appl 


132 


7 


0 . 


3 


66 


2 


US-09-513-999C-4850 


Sequence 


4850, Ap 


133 


7 


0. 


3 


68 


2 


US-09-621-976-6572 


Sequence 


6572, Ap 


134 


7 


0. 


3 


70 


1 


US-08-137-800-49 


Sequence 


49, Appl 


135 


7 


0. 


3 


70 


1 


US-08-477-383-49 


Sequence 


49, Appl 


136 


7 


0 . 


3 


70 


1 


US-08-487-174-49 


Sequence 


49, Appl 


137 


7 


0. 


3 


70 


1 


US-08-480-750-49 


Sequence 49, Appl 
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1 1 Q 

1 Jo 


/ 


a 
U 


-5 

. J 


/ Z 


z 


TTO AO CIO GOO/"* 1 *7/1A1 


Sequence 


A A A 1 A « 

74zl # Ap 




/ 


a 
U 




/ J 


*3 
Z 


TTO AO TOO "3 C 7 » 1 O /I 

Ub - Uy-jzo-JDZ-41o<l 


Sequence 


A 1 O A Av\ 

4 X o 4 , Ap 


i a o 


*7 

t 


n 
u 


7 


7 T 


A 

z 


TTO no CI 7 QQQP 71 Q Q 


Sequence 


7 1 Q Q An 

/ x o y , Ap 


X4 J. 


•7 
/ 


U 


7 




z 


TTO A O 1/1 Q TQ/*7i 77AA7 

Ub - Uy - Z4o - /yoA-zzUUJ 


Sequence 


A A A A A A 

zzUU-5, A 


1 A 7 


/ 


u 


-J 
. J 


7 A 


7 

z 


TTO AO CI 7 QQQP Crt/JC 

uo-uy-Dij - yyyL.-ouoo 


Sequence 


C A C C A 

b U b b , Ap 


14 7 


/ 


u 


-3 
. J 


7 C 


0 

z 


TTO no 01 Q7C COC1 

Uo -uy-bzl-y /b-ozbX 


Sequence 


C A C 1 A v> 

b z b X , Ap 


~\AA 
X - * ft 


•7 


a 
u 


7 


7 C 

/ _> 


7 
Z 


tto no im 477 occi 
Uo -* U y - X U / -4Jj-zbbX 


Sequence 


A C C 1 A 

z b b X , Ap 


1/C 
X4 D 


/ 


U 


7 
. J 


"7 ^ 

/o 


Z 


TTO AO til "JQ1 0 

Uo-uy-bzx-y /b-jyxo 


Sequence 


A O 1 O TV «-» 

3918, Ap 


1 A C 
X4 D 


7 


U 


7 


Q 1 
O 1 


z 


TTO AO A /I O *7 Q C 7\ A "3 >l C O 

Uo-Uy-z4o- /ybA-Z^j4bo 


Sequence 


A A J1 C O 7\ 

23458, A 


1 / T 
X4 / 


/ 


U 


-3 
. J 


Q O 

bz 


Z 


TTO AQ CIA QAQO >lOCT 

Uo-uy-bio -yyyL-4obi 


Sequence 


4851, Ap 


i a ft 

X4 o 


/ 


A 

u 


O 
. O 




Z 


TTO AQ CIO QQQP A Q C 7 

uo - uy -bi-5 - yyyu-4obo 


Sequence 


4853, Ap 


14G 

X4 y 


/ 


A 
U 


. J 


0 *a 


A 
Z 


TTO AQ C1AC 

Uo-oy-Dzi-y/o -biyb 


Sequence 


5195, Ap 


1 cr n 


/ 


A 
U 


O 
. J 




7 
Z 


TTO AQ COI Q7C C A 7 7 

Uo- Uy - bZ X - y /b-bU / / 


Sequence 


C A A A T\ _ 

6 077, Ap 


1 CI 

xD x 


■7 


A 
U 


. J 


0 o 


7 
Z 


TTO AQ CI O QQQP /ICTA 

uo-uy-bx,3 - yyyL-4b /z 


Sequence 


/I C A A 7\ _ 

4572, Ap 




7 


A 

u 


-3 
. J 


ft £ 


7 
Z 


TTC-AQ_Q7A_DA7_7Q 
UOUy-o3U - oU / JO 


Sequence 


7 Q 7\ 1 

Jo, Appl 


1 R7 


7 


n 


7 
. J 


y u 


7 

z 


TTQ-1 O-OftO-QCO-7^ 


sequence 


7 C 7V nr\ 1 

Jb, Appi 


X 3 1 


7 


A 


• 3 


Q4 


7 
z 


TTQ-HQ-C71 - Q7C-71 7C 
uo - - ozi- y / D /IJO 


sequence 


7 1 7 C An 

/lob, Ap 


1 


7 


A 
U 


. .3 


y 0 


X 


TTG-Hft 77Q AO. A A 


sequence 


4 , Appl i 


1 cc 


7 


A 

U i 


7 
. .3 


or 
D 


7 
Z 


TTO AQ 77Q 7C7 CC7/1 
Uo-Uy "JZO-JDZ-bD /4 


Sequence 


C C A /I An 

b b / 4 , Ap 


1 c.7 


7 
1 


A 
U 


-3 
. J 


Q d 
y D 


7 
Z 


TTO AQ COI QIC 717C 

uo- uy-bzx-y / b - /Xoo 


Sequence 


7135, Ap 




7 


A 

u 


-3 
. J 


Q C 


A 
Z 


TTO AO ACA *7 A O AT 

Uo- Uo -zbz - / to - J X 


Sequence 


31, Appl 


1 

Xb y 


7 


A 

u 


-3 
. O 


Q "7 

y / 


7 
Z 


TTO AQ CT7 QQQP >l A A A 

uo-uy-bXj-yyyc-4/7(j 


Sequence 


4770, Ap 


i cn 

J.DU 


7 


A 

u . 


-3 
. O 


1 m 


A * 
Z 


TTO AQ CIA A A A O >IOCA 

Uo- uy -513 -yyyc-4oDz 


Sequence 


4852, Ap 


1 1 
X D X 


7 


A 

u . 


-3 
. J 


1 n 1 


7 
Z 


T TO TA 1A/1 A/17 ACIO 

Uo -XU-XU4-U4 /-zbXo 


Sequence 


2518, Ap 


1DZ 


7 


A 

U i 


-3 
. .5 


1 ClA 
x U*t 


7 
Z 


TTC-1 n_1 fi4 f\AH 7CQA 

uo -xu-xu^-u^ /-obyu 


Sequence 


"3 C Q A T\ _ 

3 69 0, Ap 


1 C7 


7 


A 

u . 


-3 
. J 


X \J<± 


7 

z 


TTO—1A 1 AA C\A1 77CC 

UO-XU-XU4-U4 / - J /bb 


Sequence 


3765, Ap 


J-OI 


7 




-3 
. J 


IUj 


7 
Z 


TTC- AQ - Q1 7 _ QQQP 7QQ7 

uo- uy -ox j - y y y v^- / ooz 


Sequence 


A O O A 7\ _ 

7 8 8 z , Ap 


1 a" 

lO J 


7 


n 


-3 
. J 


1 fi£ 

1UD 


7 

z 


TTC_ AQ _CO 1 _ Q7C C1AQ 

Uo-uy-bzx-y /b-bxuo 


Sequence 


6108, Ap 


X o o 


7 


A 

u . 


. 3 


1 07 
x U / 


7 

z 


TTQ-AQ 7AC 7 7 CD 77 

uo uy-jfib-zjbD Z / 


Sequence 


27, Appl 


ID / 


7 


A 

u . 


*3 

, J 


TIT 
111 


X 


TTO AO A C C OO^ 11 

Uo- Uo -4 bb -ooo - Jl 


Sequence 


31, Appl 


1 fift 
X 0 o 


7 


A 

U . 


-5 


1X1 


7 
z 


TTO AO A C Q f 1 r AT 

Uo-Uo-46y-617-31 


Sequence 


31, Appl 


1 CO 

X O 17 


7 


A 

U . 


*3 


111 
111 


7 
Z 


TTO AO ACQ C A A A "1 

US- U8 -4 69 -630 -31 


Sequence 


31, Appl 


X / u 


7 


A 

U . 


-3 

-3 


111 
XXX 


7 
-5 


TTO AQ O 7 A 1 AO 1 1 

Uo-Uy-oz4-l /o-ll 


Sequence 


11, Appl 


1 71 
X / X 


7 


A 

u . 


-3 


X Xz 


X 


TTO AO A "3 Q A O A A 

Uo- Uo -739 -484 -3 


Sequence 


3, Appli 


i 77 

X 1 z 


7 


A 

U . 


J 


110 
XXz 


7 
Z 


T TO AQ ACA QOI S A1CAA 

Uo- uy- zbz -yyiA-31527 


Sequence 


31527, A 


1 7*5 
X / .3 


/ 


A 

u . 


•j 
j 


XXz 


A 
Z 


TTO AQ A O A AAATV TACO/T 

US- 09 -4 89 - 03 9 A- 13596 


Sequence 


13596, A 


1 74 


7 


A 

U . 


-3 
-5 


110 
XXz 


7 

z 


TTO AQ CTA Q A A ylOTO 

us- uy-bij-yyyc-4818 


Sequence 


4 818, Ap 


1 7R 

X / -3 


7 


A 

U . 


-3 


11/1 
lift 


7 
Z 


TTO AQ yl>1A 10>l TAC 

US - Uy-44J-Xo4-l«3b 


Sequence 


136, App 


1 7fi 
X / o 


7 


A 

U • 


-1 

■J 


1 1 c 

J. ± D 


7 

z 


TTO AQ 71 A 77Q £Z A A 

us-uy- /lu-z /y-buu 


Sequence 


600, App 


1 77 
x / / 


7 


A 

U • 


O 
-J 


1 1 c 
1XO 


7 
Z 


TTC AQ 1 7A AA1P 7777 
Uo-Uy-lj4-UUlt - j J /3 


Sequence 


3373, Ap 


1 7ft 
x / o 


7 


A 

U . 


"3 
J 


lift 
X X O 


7 

z 


TTO AQ 77A 7C7 /l 1 1 A A 

Uo-Uy-z / U - /b /-4114U 


Sequence 


41140, A 


179 

X / -7 


7 


n 

u • 


-1 


lift 
x ± 0 


7 
Z 


TTG-OQ 77A 7C1 CflCC 

uo uy z / u - /b /" joj oo 


Sequence 


56356, A 


i ft n 


7 


A 

U . 




1 7 "1 
XZ J 


7 

z 


TTO AQ 77A ACA ^1 o a 

US -uy-z / U - /b /-bl8Ub 


Sequence 


61806, A 


1 ft 1 
X O X 


7 


A 

U . 


■3 


1 7A 
XZ4 


7 
Z 


TTO AQ 77A ACA A il O Q A 

US-Uy-Z^ / U - /b7-34893 


Sequence 


34893, A 


1 flO 

X O Z 


7 


A 

U . 


-3 


1 OA 

Xz4 


7 
z 


TTO AQ AAA ACA CAT "1 A 

US - Uy-<2 /U-7b7-50110 


Sequence 


50110, A 


1 ft"* 


7 


A 

U . 




IOC 

XZ 0 


7 
Z 


TTO AQ ACA n Ol 7\ AylAIC 

US- 09-252 - 99 1A- 2 47 15 


Sequence 


24715, A 


1 R4 


7 


A 

U . 


-3 

■J 


1 7 Q 
XZ 0 


7 

z 


TTO AQ A C\ OAC ICC 

US -Uy -4 61-325-165 


Sequence 


165, App 


1 ftc. 

X O O 


7 


A 

U . 


O 
O 


1 7 Q 
XZ O 


7 
Z 


TTO 1A A 1 A C>1A 1 

US -lU-Ulz-b4z-16b 


Sequence 


165, App 


X o o 


7 


A 

U . 


-3 
J 


17ft 


7 
Z 


TTO 1A 11C 177 ICC 

US-lU-llb- Xz j -Xbb 


Sequence 


165, App 


187 


7 






1 "3 0 


1 
1 


TTC - A ft C7A Q77R QA 

US- Uo - b JU - ozzA- y U 


Sequence 


90, Appl 


1 ftft 

X o o 


7 


A 

u . 


-3 
J 


iin 

IjU 


X 


TTO AQ AAC ACQ QA 

US -Uy-UUb-Ub9-90 


Sequence 


90, Appl 


1 ft Q 


7 


A 

U . 


-3 


1 ^ o 
Xo ij 


7 
Z 


TTO AQ 171 1 C C 7V AQ 

US-Uy-X / X-lbbA-i9 


Sequence 


39, Appl 


190 

X y \J 


7 


a 

u . 


"5 


110 


7 
Z 


TTC-OQ A C\A 77AA 7Q 

uo-uy-uu4- /juA-jy 


Sequence 


A A TV ~\ 

39, Appl 


191 

X y X 


7 


A 
yj • 




17 0 

1 J V 


7 
Z 


TTC-AQ QQ1 7QQA 7Q 

us-uo-yoi- /yyA-jy 


Sequence 


39, Appl 


192 


7 


a 
\j • 


-3 
•J 




7 
Z 


TTC-OQ 7CQ A 1 A Q 

uo -uy-zby-4xu-y 


Sequence 


9, Appli 


193 


7 


0 . 


3 


131 


2 


US - 09-270-7fi7-7 c >7c,0 


sequence 


7 CI C A A 

JD /DU , A 


194 


7 


0. 


3 


131 


2 


US-09-270-767-50967 


Sequence 


50967, A 


195 


7 


0. 


3 


132 


1 


US-08-365-981-8 


Sequence 


8, Appli 


196 


7 


0. 


3 


132 


1 


US-08-649-991-62 


Sequence 


62, Appl 


197 


7 


0. 


3 


132 


1 


US-08-649-991-88 


Sequence 


88, Appl 


198 


7 


0. 


3 


132 


1 


US-08-649-991-97 


Sequence 


97, Appl 
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199 


7 


0 


.3 


132 


1 


US- 


08 


-649 


-991-98 


Sequence 


98, Appl 


200 


7 


0 


.3 


132 


1 


us- 


08 


-649 


-991-99 


Sequence 


99, Appl 


201 


7 


0 


.3 


132 


1 


us- 


08 


-649 


-991-105 


Sequence 


105, App 


202 


7 


0 


.3 


132 


1 


us- 


08 


-649 


-991-106 


Sequence 


106, App 


203 


7 


0 


.3 


134 


1 


us- 


08 


-649 


-991-100 


Sequence 


100, App 


204 


7 


0 


.3 


135 


1 


us- 


08 


-649 


-991-79 


Sequence 


79, Appl 


205 


7 


0 


.3 


135 


1 


us- 


08 


-649 


-991-85 


Sequence 


85. ADDl 


206 


7 


0 


.3 


136 


1 


us- 


08 


-649 


-991-104 


Sequence 


104, App 


207 


7 


0 


.3 


136 


2 


us- 


09 


-252 


-991A-22070 


Sequence 


22070, A 


208 


7 


0 


.3 


137 


2 


US- 


09 


-199 


-637A-251 


Sequence 


251 Add 


209 


7 


0 


.3 


137 


2 


us- 


09 


-252 


-991A-27715 


Sequence 


27715, A 


210 


7 


0 


.3 


138 


2 


us- 


09 


-252 


-991A-29357 


Sequence 


29357, A 


2.11 


7 


0 


.3 


138 


2 


us- 


09 


-471 


-276-1293 


Sequence 


1293, Ad 


212 


7 


0 


.3 


139 


2 


us- 


09 


-248 


-796A-15962 


Sequence 


15962, A 


213 


7 


0 


.3 


139 


2 


us- 


09 


-248 


-796A-25405 


Sequence 


25405, A 


214 


7 


0 


.3 


139 


2 


us- 


10 


-094 


-749-2683 


Sequence 


2683, Ap 


215 


7 


0 


.3 


141 


2 


us- 


09 


-328 


-352-6818 


Sequence 


6818, Ap 


216 


7 


0 


.3 


143 


2 


us- 


09 


-248 


-796A-16948 


Sequence 


16948, A 


217 


7 


0 


.3 


144 


2 


us- 


09 


-546 


-136-5 


Sequence 


5, Appli 


218 


7 


0 


.3 


145 


2 


us- 


09 


-252 


-991A-23153 


Sequence 


23153, A 


219 


7 


0 


.3 


145 


2 


us- 


09 


-621 


-976-4458 


Sequence 


4458, Ap 


220 


7 


0 


.3 


145 


2 


us- 


09 


-248 


-796A-27656 


Sequence 


27656, A 


221 


7 


0 


.3 


147 


2 


us- 


09 


-605 


-703B-2432 


Sequence 


2432, Ap 


222 


7 


0 


.3 


148 


2 


us- 


09 


-248 


-796A-21019 


Sequence 


21019, A 


223 


7 


0 


.3 


148 


2 


us- 


09 


-438 


-185A-344 


Sequence 


344 , App 


224 


7 


0 


.3 


149 


2 


us- 


10 


-104 


-047-3685 


Sequence 


3685, Ap 


225 


7 


0 


.3 


149 


2 


us- 


10 


-094 


-749-2482 


Sequence 


2482, Ap 


226 


7 


0 


.3 


150 


2 


us- 


09 


-599 


-360B-90 


Sequence 


90, Appl 


227 


7 


0 


.3 


150 


2 


us- 


09 


-513 


-999C-6317 


Sequence 


6317, Ap 


228 


7 


0 


.3 


151 


2 


us- 


08 


-946 


-329A-47 


Sequence 


47, Appl 


229 


7 


0 


.3 


151 


2 


us- 


09 


-562 


-914-47 


Sequence 


47. AddI 


230 


7 


0 


.3 


153 


2 


us- 


09 


-270 


-767-37175 


Sequence 


37175, A 


231 


7 


0 


.3 


153 


2 


us- 


09 


-270 


-767-52392 


Secmence 


52392 A 


232 


7 


0 


. 3 


153 


2 


us- 


10 


-104 


-047-3229 


Secmencp 


3229 Ad 


233 


7 


0 


. 3 


156 


2 


us- 


09 


-889 


-463A-8 


Secmence 


8 . AddIi 


234 


7 


0 


.3 


158 


2 


us- 


09 


-270 


-767-61825 


Secmence 


61825. A 


235 


7 


0 


.3 


158 


2 


us- 


10 


-104 


-047-3047 


Sequence 


3047. AD 


236 


7 


0 


.3 


161 


2 


us- 


09 


-270 


-767-59514 


Sequence 


59514, A 


237 


7 


0 


. 3 


162 


2 


us- 


09 


-252 


-991A-17602 


Sequence 


17602, A 


238 


7 


0 


.3 


162 


2 


us- 


09 


-252 


-991A-31660 


Sequence 


31660, A 


239 


7 


0 


.3 


164 


2 


us- 


09 


-621 


-976-5191 


Sequence 


5191, Ap 


240 


7 


0 


.3 


164 


2 


us- 


09 


-605 


-703B-2190 


Sequence 


2190, Ap 


241 


7 


0 


. 3 


166 


2 


us- 


09 


-252 


-991A-32785 


Sequence 


32785, A 


242 


7 


0 


. 3 


166 


2 


us- 


09 


-270 


-767-38629 


Secruence 


38629 A 


243 


7 


0 


. 3 


166 


2 


us- 


09 


-270 


-767-53846 


Secruence 


53846 A 


244 


7 


0 


. 3 


168 


2 


us- 


09 


-328 


-352-7072 


Secruence 


7072 Ad 


245 


7 


0 


.3 


171 


2 


us- 


09- 


-252 


-991A-31864 


Sequence 


31864, A 


246 


7 


0 


. 3 


172 


2 


us- 


09 


-732 


-210-525 


Sequence 


525, App 


247 


7 


0 


.3 


175 


2 


us- 


09- 


-252 


-991A-29851 


Sequence 


29851, A 


248 


7 


0 


.3 


175 


2 


us- 


09 


-270 


-767-32644 


Sequence 


32644, A 


249 


7 


0 


.3 


175 


2 


us- 


09 


-270 


-767-47861 


Sequence 


47861, A 


250 


7 


0 


.3 


175 


2 


us- 


09 


-248 


-796A-22789 


Sequence 


22789, A 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: June 26, 2006, 08:33:03 ; Search time 294 Seconds 

(without alignments) 
3993.646 Million cell updates/sec 

Title: US- 10 -723 -361 -3 

Perfect score: 2568 

Sequence: 1 MAISSRLALWEQKIREEDKS PGTGRKDDDVAS IMKKYLQK 2568 



Scoring table: OLIGO 

Gapop 60.0 , Gapext 60.0 

Searched: 2589679 seqs, 457216429 residues 

Word size : 1 



Total number of hits satisfying chosen parameters: 2589342 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 250 summaries 



Database 



A_Geneseq_8 : • 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 



geneseqpl980s : * 
geneseqpl990s : * 
geneseqp2000s : * 
geneseqp2001s : * 
geneseqp2002s : * 
geneseqp2003as : * 
geneseqp2 003bs : * 
geneseqp2004s : * 
geneseqp2005s : * 
geneseqp2006s:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


2568 


100 


.0 


2568 


5 


ABB06333 


Abb06333 


Human 


gen 


2 


2568 


100 


.0 


2568 


5 


AA017711 


Aaol7711 


Human 


myo 


3 


2568 


100 


.0 


2568 


8 


ABM85882 


Abm85882 


Human 


GDM 


4 


1745 


68 


.0 


1745 


5 


ABB06334 


Abb06334 


Human 


gen 


5 


1208 


47 


.0 


2063 


6 


ABP98814 


Abp98814 


Human 


str 


6 


460 


17 


.9 


567 


7 


ADC31353 


Adc31353 


Human 


nov 


7 


457 


17 


.8 


457 


7 


ADM0473 9 


Adm04739 


Human 


pro 


8 


457 


17 


.8 


457 


9 


AEC87669 


Aec87669 


Human 


CDN 


9 


311 


12 


.1 


311 


8 


ABO60250 


Abo60250 


Human 


gen 


10 


220 


8 


.6 


275 


4 


AAB59528 


Aab59528 


Human 


sec 


11 


207 


8 


.1 


207 


4 


AAB59476 


Aab59476 


Human 


sec 


12 


207 


8 


.1 


207 


6 


ABP99788 


Abp99788 


Human 


sec 
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13 

J- J 


207 


ft 1 

O . X 


9fi7 

Z VJ / 


c 

D 


anpni 9ft i 

rvDKVJXZO X 


AK-rni 9ft1 
rvL/X VJXZO X 


Unman non 

riu.ma.li yen 


1 A 

Xft 


9 07 
z u / 


o.x 


9m 

z VJ / 


o 


ajjcz udz y 


A/^^OACOQ 

Aac z u dz y 


Human sec 


X D 


1 69 

X D Z 


6 7 

D.J 


1 69 
XO z 


ft 


&nn7 9 oc a 

/vJj J3 J Z / Dft 


AUU*5 o OC A 

AODdz /D4 


ireptiae if 


x o 


1 62 

X u z 


6 7 

D . J 


1 69 

X D Z 


*± 


A AM9 6 91 6 
M/vrlz O z X O 


A -jmO fi O 1 fi 
AaTTlZ: O z X O 


D^i*\t~ "I d 4i 

reptlue n 


x / 


1 69 
X 0 z 


6 7 
O > j 


1 69 
ID z 


fi 


AddIozjo 


ADDXozd o 


Protein # 


X o 


1 69 

X D Z 


6 7 

D.J 


1 69 

X D Z 


j 


anm c; c fi fi 


2iKrr7 CCQC 
ADyD DDOO 


riuman pep 


X -7 


1 ^7 

X J J 


6 n 

D . U 


1 R7 

X j j 


D 


A a da 1 Q 7 A 
/A/\£3fl X OJ ft 


a aVkA 0 Q O A 

Aaxj4 Xod4 


Unman HDC 

riuman UKr 


z vj 


i m 

X v X 


7 q 
D . y 


1 1 1 
ill 


A 
ft 


anpAo one 
AJboVJzoUD 


ADg vjzovJD 


No ve 1 hum 


9 1 

Z X 




O "J 

z . J 


O A C 
Z VJD 


4 


ABvjUz oOo 


ADg02 806 


No ve 1 hum 


9 9 

Z Z 


t;9 

Dz 


o n 
z . u 


CO 
DZ 


fl 


A AMI CO/1 O 




Peptide # 


Z J 


t;9 

3 Z 


9 o 
z . U 


Dz 


A 
ft 


A DDI A11Q 
nDDJ ft D D O 


ADDd 4 d d o 


Peptide ft 


94 
z *± 


^9 

3 Z 


9 n 

z . \j 


CO 
Dz 


ft 


A AM07Q0 O 
/i/\IYlz / OZ VJ 


AcLITlZ / o z U 


Feptiae ft 


Z J 


^9 
3 z 


9 0 

Z . VJ 


R9 
J z 


A 
*± 


anno q 1 ft 9 
MJ3r3Z J7 XO z 


aKKO Q 1 Q O 
ADDz y xo z 


Fepciae ft 


z o 


R9 
3 z 


9 fi 


R9 
J z 


1 


ADD1 QOCQ 
nflOl / D 27 


AUkl QOCQ 

Ajooxy /d y 


Frocein ft 


9 7 
z / 


R9 

J Z 


9 fi 

Z • v 


R9 
D z 


ft 


A AMfi 7 CO Q 
/AMi v l O / D Z O 


AdlTlo / dz o 


Human bon 


2 8 


R9 
3 z 


9 fi 
z . u 


R9 

DZ 


A 
fi 


■rxrUXlD D X J J 


AauiDD Xd D 


Human bra 


9 Q 

Z -7 


R9 
3 z 


9 fi 
z • u 


c;9 

Dz 


ft 


A DO A q 1 7 O 
AoVjft y X / Z 


a W^ yi onn 
ADg4 y X / z 


Human 1 i v 


D u 


R9 
Dz 


9 n 

Z . VJ 


c o 
Dz 


A 


AAMUJ 11) 1 


Aam03101 


Peptide # 


J X 


D z 


9 A 
z . U 


C O 

Dz 


D 


ABvjd /1z4 


Abg37124 


Human pep 


7 9 
J z 


ft / 


1 fi 
X . o 


4 O 
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225 


8 


o 


. 3 


311 


4 


ABB59518 


226 


8 


o 


. 3 


312 


2 


AAW02096 


227 


8 


0 


. 3 


315 


4 


AAB68545 


228 


8 


0 


.3 


315 


6 


ABP58632 


229 


8 


0 


.3 


316 


5 


ABG97509 


230 


8 


0 


. 3 


326 


4 


ABG00257 


231 


8 


0 


. 3 


333 


5 


ABJ11068 


232 


8 


0 


. 3 


343 


7 


AB081799 


233 


8 


0 


. 3 


344 


7 


AB061832 


234 


8 


0 


, 3 


351 


6 


ABR41279 


235 


8 


0 . 


. 3 


365 


2 


AAW73912 


236 


8 


0 , 


. 3 


365 


6 


ABU45741 


237 


8 


0 , 


. 3 


366 


6 


ABU4 9718 


238 


8 


0 , 


.3 


369 


8 


ADT57684 


239 


8 


0 , 


, 3 


372 


6 


ABU00706 


240 


8 


0 . 


. 3 


375 


2 


AAR43664 


241 


8 


0 . 


. 3 


375 


2 


AAR43663 


242 


8 


0 , 


.3 


382 


8 


ADM87614 


243 


8 


0 , 


. 3 


390 


8 


ADN27090 


244 


8 


0 . 


, 3 


399 


8 


ADN18018 


245 


8 


0 . 


. 3 


414 


7 


AR0791 ft 4 


246 


8 


0. 


.3 


436 


4 


ABU53062 


247 


8 


0. 


,3 


437 


2 


AAR42458 


248 


8 


0. 


,3 


437 


2 


AAW62464 


249 


8 


0. 


3 


437 


2 


AAW73913 


250 


8 


0. 


3 


437 


3 


AAY91046 



Aar86913 Cotton fi 
Abg00580 Novel hum 
Abo79482 Pseudomon 
Abu94271 Trifolium 
Aau79087 Alfalfa c 
Adm32819 Amino aci 
Aau79089 Pea chalc 
Adzl0566 P. gingiv 
Adq65323 Novel hum 
Aab07793 Partial m 
Adx93286 Plant ful 
Aaw23277 Bordetell 
Adn63339 Tobamovir 
Adn63284 Tobamovir 
Aag58018 Arabidops 
Abo63173 Klebsiell 
Adb95060 A. thalia 
Aaw61477 A. fumiga 
Aaw88983 Polypepti 
Abb51059 Human sec 
Abo45316 Novel hum 
Abo26796 Protein a 
Aag58017 Arabidops 
Adx73222 Plant ful 
Aag58016 Arabidops 
Abg77197 Selected 
Abg07711 Novel hum 
Abg03277 Novel hum 
Abgl5065 Novel hum 
Abb59518 Drosophil 
Aaw02096 S. mutans 
Aab68545 Human GTP 
Abp58632 Human lat 
Abg97509 Human NOV 
Abg00257 Novel hum 
Abj 11068 Yeast sel 
Abo81799 Pseudomon 
Abo61832 Klebsiell 
Abr41279 Human DIT 
Aaw73912 Mutant E2 
Abu45741 Protein e 
Abu49718 Protein e 
Adt57684 Plant pol 
Abu00706 S. pneumo 
Aar43664 Ornithine 
Aar43663 Ornithine 
Adm87614 Human EST 
Adn27090 Bacterial 
Adnl8018 Bacterial 
Abo72184 Pseudomon 
Abu53062 Human tes 
Aar42458 Retinobla 
Aaw62464 Transcrip 
Aaw73 913 E2F1 tran 
Aay91046 Human tra 



http://es/ScoreAccessWeb/GetItem.action? Appld= 1 0723 36 1 &seqld=547 1 32&ItemName=us. . . 8/29/06 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



June 26, 2006, 06:19:26 



Search time 947 Seconds 
(without alignments) 
7610.888 Million cell updates/sec 



US-10-723-361-3 
13101 

1 MAISSRLALWEQKIREEDKS PGTGRKDDDVAS IMKKYLQK 2568 



BLOSUM62 
Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0. 
7.0 



Searched: 



1403666 seqs, 935554401 residues 



Total number of hits satisfying chosen parameters: 2807332 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- MODEL =f rame +_p2n . mode 1 - DEV=xlp 

-Q=/abss/ABSSWEB_spool/US10723361/runat_26062006_061908_2 7826/app_query.fasta_l 
-DB=Issued_Patents_NA -QFMT=fastap -SUFFIX=rni -MINMATCH=0 . 1 -LOOPCL=0 
-L0OPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi 
-LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 
-M0DE=LOCAL -OUTFMT=ptO -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 
- H0ST= abs s 0 6p - US ER=US 1072336 1 Jg)CGN_l__l_3 0 7_@runa t_2 6062 00 6_0 61908_27826 
-NCPU=6 -ICPU=3 -NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=10 0 -LONGLOG 
-DEV_TIMEOUT=120 - W ARN_T I ME OUT =30 - THREADS =1 -XGAPOP=10 - XGAPEXT =0 . 5 -FGAPOP =6 
-FGAPEXT =7 -YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 



Database : Issued_Patents_NA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/ina/l_COMB. seq:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/ina/5_COMB. seq: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/ina/6A_COMB . seq : * 

4 : / EMC_Ce 1 e r r a_S IDS3/ptodata/2/ina/6 B_COMB .seq:* 

5 : /EMC_Celerra_SIDS3/ptodata/2/ina/7_COMB . seq: * 

6 : /EMC__Celerra_SIDS3/ptodata/2/ina/H_COMB.seq: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/ina/PCTUS_COMB. seq: * 

8 : /EMC_Celerra_SIDS3/ptodata/2/ina/PP_COMB.seq: * 

9 : /EMC_Celerra_SIDS3/ptodata/2/ina/RE_COMB.seq:* 
10: /EMC_Celerra_SIDS3/ptodata/2/ina/backfilesl.seq:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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Result Query 

No. Score Match Length DB ID Description 



1 

1 


13101 


100 


. 0 


7707 


3 


US- 


-09 


-866 


-108A-2 


Sequence 


2, Appli 


2 


13101 


100 


. 0 


8117 


3 


us- 


-09 


-866 


-108A-1 


Sequence 


1, Appli 


3 


7911 


60 


.4 


4916 


3 


us- 


-09 


-866 


-108A-5 


Sequence 


5, Appli 


4 


4799 


36 


.6 


2953 


3 


us- 


-09 


-866 


-108A-4 


Sequence 


4, Appli 


5 


2294 


17 


.5 


1314 


3 


us- 


-09 


-866 


-108A-15667 


Sequence 


15667, A 


6 


2095 


16 


. 0 


1246 


3 


us- 


-09 


-866 


-108A-15706 


Sequence 


15706, A 


7 


1352 . 5 


10 


.3 


6644 


3 


us- 


-08 


-875 


-435B-5 


Sequence 


5, Appli 


8 


1330 


10 


. 2 


6175 


3 


us- 


-08 


-875 


-435B-1 


Sequence 


1, Appli 


9 


1323 


10 


. 1 


6861 


3 


us- 


-09 


-949 


-016-1240 


Sequence 


1240, Ap 


10 


1323 


10 


. 1 


6861 


3 


us- 


-09 


-949 


-016-1241 


Sequence 


1241, Ap 


11 


1323 


10 


. 1 


6861 


3 


us- 


-09 


-949 


-016-1242 


Sequence 


1242, Ap 


12 


1316 . 5 


10 


. 0 


5835 


4 


US- 


-09 


-927 


-597-1 


Sequence 


1, Appli 


13 


1311 


10 


. 0 


5937 


4 


US- 


-09 


-927 


-597-3 


Sequence 


3, Appli 


14 


1292 


9 


. 9 


7596 


3 


US- 


•09 


-023 


-655-1463 


Sequence 


1463, Ap 


15 


1286 


9 


. 8 


7453 


3 


us- 


-09 


-620 


-312D-248 


Sequence 


24 8, App 


16 


1277 


9 


. 7 


7501 


3 


us- 


•09 


-620 


-312D-249 


Sequence 


249, App 


17 


1267 


9 


. 7 


5883 


3 


us- 


■09 


-949 


-016-5001 


Sequence 


5001, Ap 


18 


1191 


9 


. 1 


5574 


3 


us- 


•09 


-917 


-254-40 


Sequence 


40, Appl 


19 


1175 . 5 


9 


. 0 


6008 


3 


us- 


•09 


-949 


-016-5058 


Sequence 


5058, Ap 


20 


1169 


8 


. 9 


6016 


3 


us- 


09 


-949 


-016-1054 


Sequence 


1054, Ap 


2 1 


1168 . 5 


8 


. 9 


6011 


3 


us- 


09 


-949 


-016-3017 


Sequence 


3017, Ap 


22 


1160 . 5 


8 


. 9 


6016 


3 


US- 


09 


-949 


-016-2264 


Sequence 


2264, Ap 


23 


1153 


8 


. 8 


5925 


3 


us- 


09 


-949 


-016-5233 


Sequence 


5233, Ap 


24 


1147 


8 


. 8 


5992 


3 


us- 


09 


-949 


-016-546 


Sequence 


546, App 


2o 


1140 


8 


. 7 


5992 


3 


us - 


09 


-949 


-016-2263 


Sequence 


2263, Ap 


26 


1081 . 5 


8 


. 3 


5661 


3 


US- 


08 


-938 


-105-2 


Sequence 


2, Appli 


27 


870 


6 , 


. 6 


500 


3 


US- 


09- 


-866 


-108A-15711 


Sequence 


15711, A 


28 


858 


6 , 


. 5 


500 


3 


US- 


09 


-866 


-108A-15750 


Sequence 


15750, A 


29 


841 


6 . 


► 4 


2535 


4 


US- 


09- 


-927 


-597-13 


Sequence 


13, Appl 


30 


834 . 5 


6 . 


. 4 


2556 


4 


US- 


09- 


-927 


-597-11 


Sequence 


11, Appl 


31 


822 . 5 


6 , 


. 3 


6396 


3 


us- 


09- 


-949 


-016-3344 


Sequence 


3344, Ap 


32 


819.5 


6 . 


. 3 


2547 


4 


us- 


09- 


-927- 


-597-9 


Sequence 


9, Appli 


33 


818 . 5 


6 . 


. 2 


6856 


3 


us- 


09- 


-566- 


-921-42 


Sequence 


42, Appl 


A 

34 


763 


5 . 


. 8 


5919 


3 


us- 


08- 


-875- 


-435B-2 


Sequence 


2, Appli 


35 


72 0 


5 . 


, 5 


7465 


4 


us- 


09- 


-880- 


-107-3357 


Sequence 


3357, Ap 


36 


711 


5 . 


, 4 


5185 


3 


US- 


09- 


-976- 


-594-640 


Sequence 


640, App 


3 / 


695 . 5 


5 . 


3 


7787 


3 


US- 


09- 


-949- 


-016-964 


Sequence 


964, App 


J o 


7 a 


c 

D . 


i 

X 


*7 *7 Q *7 


3 


TTO 


uy - 


-949 - 


-016-4328 


Sequence 


4328, Ap 


39 


651.5 


5. 


0 


2316 


4 


us- 


09- 


-927- 


-597-7 


Sequence 


7, Appli 


C 40 


650 


5. 


0 


7066 


3 


us- 


09- 


-919- 


-039-362 


Sequence 


362, App 


41 


641 


4 . 


9 


1239 


3 


us- 


09- 


-270- 


-767-10388 


Sequence 


10388, A 


42 


622.5 


4 . 


8 


7055 


3 


us- 


09- 


-976- 


-594-941 


Sequence 


941, App 


43 


607 


4 . 


6 


2592 


3 


us- 


09- 


-248- 


-796A-6509 


Sequence 


6509, Ap 


44 


605.5 


4 . 


6 


8473 


3 


us- 


09- 


-172- 


-422-2 


Sequence 


2, Appli 


45 


602 


4. 


6 


2097 


4 


us- 


09- 


-927- 


-597-5 


Sequence 


5, Appli 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 

Run on: June 26, 2006, 06:20:34 ; Search time 5733 Seconds 

(without alignments) 
8256.056 Million cell updates/sec 

Title: US-10-723-361-3 
Perfect score: 13101 

Sequence: 1 MAISSRLALWEQKIREEDKS PGTGRKDDDVASIMKKYLQK 2568 



Scoring table: 



BLOSUM62 
Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6 . 0 



Xgapext 0 . 5 

Ygapext 0 . 5 

Fgapext 7 . 0 

Delext 7.0 



Searched: 



18892170 seqs, 6143817638 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



37784340 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Command line parameters: 
-MODEL=f rame+_p2n. model -DEV=xlh 

-Q=/abss/ABSSWEB_spool/US10723361/runat_26062 006_061911_2 7887/app_query.fasta_l 
-DB=Published_Applications_NAJVIain -QFMT=fastap -SUFFIX=rnpbm -MINMATCH=0 . 1 
-LOOPCL=0 -LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 
- TRANS =human4 0 .cdi -LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 
-THR_MIN=0 -ALIGN=15 - MOD E= LOCAL -OUTFMT=ptO -NORM=ext -HEAPS IZE=50 0 -MINLEN=0 
-MAXLEN=2000000000 -HOST=abss04 

-USER=US107233 61_@CGN_l_l__1675_@runat_26062 006_061911_278 87 -NCPU=6 -ICPU=3 
-N0_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=120 
- WARN_T I MEOUT= 3 0 - THREADS = 1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP =6 -FGAPEXT=7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 



Database : Published_Applications_NA_Main : * 

1: /EMCJTelerra_SIDS3/ptodata/2/pubpna/US07_PUBCOMB. seq:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US08_PUBCOMB. seq: * 

3 : / EMC_C e 1 e r r a_S IDS3/ptodata/2/ pubpna / US 0 9 A_PUBCOMB .seq:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US09B_PUBCOMB. seq: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US09C_PUBCOMB. seq: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10A_PUBCOMB . seq: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10B__PUBCOMB. seq: * 

8: /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10C_PUBCOMB.seq:* 

9 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10D_PUBCOMB.seq: * 

10 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10E_PUBCOMB.seq: * 

11 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10F_PUBCOMB.seq: * 

12 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10G_PUBCOMB.seq: * 

13 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/USllA_PUBCOMB.seq: * 

14 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/USllB_PUBCOMB. seq: * 

15: /EMC_Celerra_SIDS3/ptodata/2/pubpna/USllC_PUBCOMB.seq: * 

16: /EMC_Celerra_SIDS3/ptodata/2/pubpna/USllD__PUBCOMB.seq: * 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



tfo. 


Score 


Match Length DB 


ID 


Description 


1 


13101 


100 


.0 


7707 


3 


US-09-866-108-2 


Sequence 2, Appli 


2 


13101 


100 


.0 


7707 


8 


US-10-723-361-2 


Sequence 2, Appli 


3 


13101 


100 


. 0 


8117 


3 


US-09-866-108-1 


Sequence 1, Appli 


4 


13101 


100 


. 0 


8117 


8 


US-10-723-361-1 


Sequence 1, Appli 


5 


7911 


60 


.4 


4916 


3 


US-09-866-108-5 


Sequence 5, Appli 


6 


7911 


60 


.4 


4916 


8 


US-10-723-361-5 


Sequence 5, Appli 


7 


4799 


36 


.6 


2953 


3 


US-09-866-108-4 


Sequence 4, Appli 


8 


4799 


36 


.6 


2953 


8 


US-10-723-361-4 


Sequence 4 , Appli 


9 


3717.5 


28 


.4 


7597 


16 


US-11-122-329-106 


Sequence 106, App 


10 


3715 


28 


.4 


7557 


8 


US-10-473-574-46 


Sequence 46, Appl 


11 


3640.5 


27 


.8 


6524 


7 


US -10-080 -334 -41 


Sequence 41, Appl 


12 


2561 


19 


.5 


1736 


7 


US-10-108-260A-981 


Sequence 981, App 


13 


2294 


17 


.5 


1314 


3 


US -09 -866 -108 -15667 


Sequence 15667, A 


14 


2294 


17 


.5 


1314 


8 


US -10 -723-361-15667 


Secruence 15667. A 


15 


2243.5 


17 


. 1 


4714 


10 


US-10-450- 763 -8089 


Sequence 8089, Ap 


16 


2143 .5 


16 


.4 


4941 


13 


US-11- 097- 143 -25895 


Sequence 25895, A 


17 


2113 .5 


16 


. 1 


5121 


13 


US- 11- 097 -143 -40823 


Sequence 40823, A 


18 


2100 


16 


.0 


1465 


3 


US -09-864 -761-968 5 


Sequence 9685, Ap 


19 


2095 


16 


.0 


1246 


3 


US -09 -866 -108 -15706 


Sequence 15706, A 


20 


2095 


16 


.0 


1246 


8 


US -10 -723 -361 -157 06 


Sequence 15706, A 


21 


1620 


12 


.4 


934 


7 


US- 10 -029 -386 -25123 


Sequence 25123, A 


22 


1456 


11 


. 1 


853 


3 


US -09 -8 64 -761 -17 04 9 


Sequence 17049, A 


23 


1456 


11 


. 1 


853 


3 


US -09 -8 64 -761 -26093 


Sequence 26093, A 


24 


1456 


11 


. 1 


853 


7 


US -10- 02 9-386 -24808 


Sequence 24808, A 


25 


1328 


10 


. 1 


6900 


6 


US-10-171-311-163 


Sequence 163, App 


26 


1328 


10 


.1 


6900 


8 


US-10-764-425-13 


Sequence 13 , Appl 


27 


1328 


10 


.1 


6900 


15 


US-11- 000-688- 1142 


Sequence 1142, Ap 


28 


1323 


10 


. 1 


6861 


6 


US-10-171-311-161 


Sequence 161, App 


29 


1323 


10 


.1 


6861 


7 


US- 10 -34 1-434 -102 


Sequence 102, App 


30 


1323 


10 


.1 


6861 


10 


US-10-923-035-18 


Sequence 18, Appl 


31 


1318 


10 


. 1 


6187 


10 


US- 10- 995 -561- 144 


Secruence 144 Add 


32 


1318 


10 


.1 


6925 


10 


US-10-995-561-145 


Sequence 145, App 


33 


1316 .5 


10 


.0 


5835 


3 


US-09-927-597-1 


Sequence 1, Appli 


34 


1316 .5 


10 


.0 


5835 


10 


US-10-486-057-1 


Sequence 1, Appli 


35 


1312 .5 


10 


.0 


6025 


10 


US-10-995-561-143 


Sequence 143, App 


36 


1312 .5 


10 


.0 


6148 


10 


US-10-995-561-147 


Sequence 147, App 


37 


1312.5 


10 


.0 


6886 


10 


US-10-995-561-149 


Sequence 149, App 


38 


1311 


10 


.0 


5937 


3 


US-09-927-597-3 


Sequence 3, Appli 


39 


1311 


10 


.0 


5937 


10 


US-10-486-057-3 


Sequence 3, Appli 


40 


1307.5 


10 


.0 


6185 


10 


US-10-995-561-146 


Sequence 146, App 


41 


1304.5 


10 


.0 


7666 


15 


US-11-069-834-51 


Sequence 51, Appl 


42 


1297 


9 


.9 


7619 


15 


US-11-069-834-53 


Sequence 53, Appl 


43 


1292 


9 


.9 


7596 


3 


US-09-954-456-2215 


Sequence 2215, Ap 


44 


1292 


9 


.9 


7596 


8 


US-10-641-643-1463 


Sequence 1463, Ap 


45 


1292 


9 


.9 


7596 


10 


US-10-843-641A-5242 


Sequence 5242, Ap 
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GenCore version 5.1.9 



Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 



Run on: 



June 26, 2006, 07:28:35 



Search time 247 Seconds 
(without alignments) 
3738.543 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-723-361-3 
13101 

1 MAI SSRLALWEQKI REEDKS 



PGTGRKDDDVAS IMKKYLQK 2568 



Scoring table : 



BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6 . 0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



296510 seqs, 119862409 residues 



Total number of hits satisfying chosen parameters: 



593020 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- MODEL = f r ame +_j?2 n . mode 1 - DE V=x lp 

-Q=/abss/ABSSWEB_spool/US10723361/runat_26062006__061914_27955/app_query.fasta_l 
-DB=Published_Applications_NA_New -QFMT=fastap -SUFFIX=rnpbn -MINMATCH=0 . 1 
-LOOPCL=0 -LOOPEXT=0 -UNITS=bits - START =1 -END=-1 -MATRIX=blosum62 
- TRANS =human40.cdi -LIST=45 -DOCALIGN=200 -THR_SC0RE=pct -THR_MAX=100 
-THR_MIN=0 -ALIGN=15 - MODE = LOCAL -0UTFMT=pto -NORM=ext -HEAPSIZE=500 -MINLEN=0 
-MAXLEN=2000000000 -HOST=abss03p 

-USER=US10723361j3CGN_l_l_45j3runat_26062006_061914_27955 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=120 
- WARN_T I MEOUT= 3 0 - THREADS =1 -XGAPOP=10 - XGAPEXT- 0 . 5 -FGAPOP =6 -FGAPEXT=7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 

Database : Published_Applications_NA_New: * 



1 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US09_NEW_PUB.seq:* 

2 : /EMC_Celerra__SIDS3/ptodata/2/pubpna/US06_NEW_PUB.seq:* 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US07_NEW_PUB.seq:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US08_NEW_PUB.seq:* 

5 : /EMC__Celerra_SIDS3/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10_NEW_PUB.seq:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/USll_NEW_PUB.seq:* 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US60_NEW_PUB.seq:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 
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No. Score Match Length DB ID Description 



1 


2561 


19 


.5 


1736 


7 


US- 


-11 


-293 


-697 


-981 


Sequence 


981, App 


2 


1016.5 


7 


.8 


5787 


7 


US- 


-11 


-217 


-529 


-76923 


Sequence 


76923, A 


3 


733.5 


5 


.6 


4725 


7 


US- 


-11 


-217 


-529 


-78769 


Sequence 


78769, A 


4 


723.5 


5 


.5 


2943 


7 


US- 


-11 


-217 


-529 


-4264 


Sequence 


4264, Ap 


5 


720 


5 


.5 


7465 


6 


US- 


-10 


-505 


-928 


-311 


Sequence 


311, App 


6 


691 


5 


.3 


4710 


7 


US- 


-11 


-217 


-529 


-2497 


Sequence 


2497, Ap 


7 


684 


5 


.2 


5229 


6 


US- 


•10 


-449 


-902 


-19325 


Sequence 


19325, A 


8 


674 


5 


. 1 


4236 


6 


US- 


-10 


-449 


-902 


-18054 


Sequence 


18054, A 


9 


584 


4 


.5 


3230 


6 


US- 


-10 


-449 


-902 


-26645 


Sequence 


26645, A 


10 


567 


4 


.3 


4416 


7 


US- 


-11 


-217 


-529 


-47 


Sequence 


47, Appl 


11 


492 


3 


.8 


4044 


7 


US- 


•11 


-217 


-529 


-81638 


Sequence 


81638, A 


12 


489.5 


3 


.7 


10211 


6 


us- 


■10 


-505 


-928 


-326 


Sequence 


326, App 


13 


483.5 


3 


.7 


9588 


6 


us- 


•10 


-505 


-928 


-101 


Sequence 


101, App 


14 


460 


3 


.5 


3117 


7 


us- 


•11 


-293 


-697 


-856 


Sequence 


856, App 


15 


435.5 


3 


.3 


2931 


7 


us- 


11 


-217 


-529 


-82505 


Sequence 


82505, A 


16 


425.5 


3 


.2 


3318 


7 


us- 


•11 


-217 


-529 


-4920 


Sequence 


4920, Ap 


17 


411.5 


3 


. 1 


3813 


7 


us- 


■11 


-217 


-529 


-77490 


Sequence 


77490, A 


18 


392 


3 


.0 


5373 


7 


us- 


•11 


-217 


-529 


-5516 


Sequence 


5516, Ap 


19 


383 .5 


2 


.9 


4455 


6 


us- 


10 


-504 


-973 


-70 


Sequence 


70, Appl 


20 


370 


2 


.8 


2599 


7 


us- 


11 


-293 


-697 


-2218 


Sequence 


2218, Ap 


21 


368 .5 


2 


.8 


5658 


7 


us- 


11 


-217 


-529 


-6026 


Sequence 


6026, Ap 


22 


365.5 


2 


.8 


7561 


7 


us- 


11 


-289 


-102 


-42 


Sequence 


42, Appl 


23 


362 


2 


.8 


1450 


6 


us- 


10 


-449 


-902 


-26422 


Sequence 


26422, A 


24 


356.5 


2 


.7 


3270 


6 


us- 


10 


-480 


-962 


-24 


Sequence 


24, Appl 


25 


355.5 


2 


.7 


1797 


7 


us- 


11 


-217 


-529 


-4576 


Sequence 


4576, Ap 


26 


345.5 


2 


.6 


2757 


7 


us- 


11 


-334 


-351 


-1 


Sequence 


1 , Appl i 


27 


345.5 


2, 


.6 


3720 


6 


us- 


10 


-449 


-902 


-17102 


Sequence 


17102, A 


28 


336.5 


2 , 


.6 


5040 


7 


us- 


11 


-217 


-529 


-77055 


Sequence 


77055, A 


29 


335 


2 , 


.6 


3044 


7 


us- 


11 


-293 


-697 


-2049 


Sequence 


2049, Ap 


30 


330.5 


2 , 


.5 


5028 


7 


us- 


11 


-217 


-529 


-5947 


Sequence 


5947, Ap 


31 


330.5 


2. 


.5 


7434 


6 


us- 


10 


-471 


-571A-2277 


Sequence 


2277, Ap 


32 


328.5 


2 , 


.5 


2490 


6 


us- 


10 


-449 


-902 


-462 


Sequence 


462, App 


33 


326 


2 . 


,5 


1980 


7 


us- 


11 


-293 


-697 


-2304 


Sequence 


2304, Ap 


34 


324 .5 


2 , 


.5 


4236 


6 


us- 


10 


-449 


-902 


-12608 


Sequence 


12608, A 


35 


319.5 


2 . 


,4 


12515 


6 


us- 


10- 


-505- 


-928 


-358 


Sequence 


358, App 


36 


314 .5 


2. 


4 


7430 


6 


us- 


lO- 


-559- 


-415 


-1 


Sequence 


1 , Appl i 


37 


310 


2 . 


4 


4925 


7 


us- 


ll- 


-289- 


-102 


-97 


Sequence 


97, Appl 


38 


308.5 


2 . 


4 


7268 


6 


us- 


lO- 


-559- 


-415 


-189 


Sequence 


189, App 


39 


306.5 


2. 


3 


2607 


7 


us- 


ll- 


-217- 


-529- 


-4263 


Sequence 


4263, Ap 


40 


304 .5 


2 . 


3 


1684 


6 


us- 


lO- 


-953- 


-349 


-20040 


Sequence 


20040, A 


41 


304.5 


2. 


3 


3069 


7 


us- 


ll- 


-293- 


-697- 


-1126 


Sequence 


1126, Ap 


42 


303 .5 


2 . 


3 


2804 


6 


us- 


10- 


-449- 


-902- 


-16474 


Sequence 


16474, A 


43 


303 


2. 


3 


2479 


7 


us- 


11- 


-293- 


-697- 


-1966 


Sequence 


1966, Ap 


44 


303 


2. 


3 


3943 


6 


us- 


10- 


-449- 


-902- 


-16723 


Sequence 


16723, A 


45 


301.5 


2. 


3 


3307 


7 


us- 


11- 


-293- 


-697- 


-1453 


Sequence 


1453, Ap 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



June 26, 2 006, 08:17:47 ; Search time 71 Seconds 

(without alignments) 
3480.065 Million cell updates/sec 



Title 
Perf e 
Sequence: 

Scoring table 



US-10-723-361-3 
Perfect score: 13101 

1 MAISSRLALWEQKIREEDKS. . . PGTGRKDDDVAS IMKKYLQK 2568 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



283416 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : PIR_80:* 
1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


1319 


10 


.1 


1972 


1 


A41604 


myosin heavy chain 


2 


1319 


10 


.1 


1972 


2 


JC5420 


smooth muscle myos 


3 


1317.5 


10 


.1 


1938 


2 


JC5421 


smooth muscle myos 


4 


1305.5 


10 


.0 


1979 


1 


S03166 


myosin heavy chain 


5 


1291 


9 


.9 


2007 


1 


B43402 


myosin heavy chain 


6 


1280.5 


9 


.8 


1976 


2 


A59252 


myosin heavy chain 


7 


1273 


9 


.7 


1961 


1 


A61231 


myosin heavy chain 


8 


1268 


9 


.7 


1999 


1 


S21801 


myosin heavy chain 


9 


1256 


9 


.6 


1992 


2 


A47297 


myosin heavy chain 


10 


1251.5 


9 


6 


1964 


2 


A59282 


nonmuscle myosin I 


11 


1244.5 


9 


5 


2017 


1 


A36014 


myosin heavy chain 


12 


1230.5 


9 


4 


2057 


2 


S61477 


myosin II heavy ch 


13 


1216.5 


9 


3 


1959 


1 


A33977 


myosin heavy chain 


14 


1206 


9 


2 


1956 


2 


T16416 


hypothetical prote 


15 


1184.5 


9 


0 


1938 


1 


A40997 


myosin heavy chain 


16 


1179.5 


9 


0 


1937 


2 


138055 


myosin heavy chain 


17 


1175.5 


9 


0 


2116 


2 


A26655 


myosin heavy chain 


18 


1175 


9 


0 


1940 


2 


A59287 


myosin heavy chain 
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19 


1170 


8 


. 9 


1935 


1 


A37102 


myosin beta heavy 


20 


1169 


8 


. 9 


1935 


1 


S06006 


myosin beta heavy 


21 


1168 


8 


.9 


1940 


2 


A29320 


myosin heavy chain 


22 


1163 


8 


. 9 


1931 


2 


A59234 


slow myosin heavy 


23 


1161 


8 


. 9 


1935 


2 


A59286 


myosin heavy chain 


24 


1161 


8 


.9 


1940 


1 


A24922 


myosin heavy chain 


25 


1159.5 


8 


. 9 


1939 


2 


148175 


myosin heavy chain 


26 


1158.5 


8 


.8 


1939 


1 


A46762 


myosin alpha heavy 


27 


1158.5 


8 


. 8 


1940 


1 


S04090 


myosin heavy chain 


28 


1151.5 


8 


.8 


1938 


1 


JX0178 


myosin heavy chain 


29 


1145 


8, 


.7 


1934 


2 


148153 


myosin heavy chain 


30 


1138 


8. 


.7 


1938 


2 


149464 


alpha cardiac myos 


31 


1136 


8 , 


.7 


1938 


1 


S06005 


myosin alpha heavy 


32 


1131 


8 . 


.6 


1938 


2 


A59293 


skeletal myosin he 


33 


1125 


8, 


.6 


2020 


2 


T21174 


hypothetical prote 


34 


1102 


8 , 


.4 


1509 


1 


A27224 


myosin heavy chain 


35 


1087.5 


8. 


.3 


1927 


2 


A59236 


embryonic muscle m 


36 


1079 


8 , 


,2 


1974 


2 


T30010 


hypothetical prote 


37 


1067.5 


8 . 


. 1 


1957 


2 


A59294 


skeletal myosin - 


38 


1067.5 


8 , 


1 


2139 


2 


T18296 


myosin heavy chain 


39 


1066.5 


8. 


.1 


1957 


2 


A45627 


myosin heavy chain 


40 


1045 


8 . 


,0 


1992 


1 


S02771 


myosin heavy chain 


41 


1033 


7. 


,9 


1963 


1 


MWKW 


myosin heavy chain 


42 


1020.5 


7 . 


,8 


1928 


2 


S46773 


myosin heavy chain 


43 


1003.5 


7 . 


7 


2385 


2 


A32491 


myosin heavy chain 


44 


1003.5 


7 . 


7 


2411 


2 


B32491 


myosin heavy chain 


45 


989.5 


7. 


6 


1526 


2 


T41522 


myosin ii - fissio 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus_j?2n model 

Run on: June 26, 2006, 06:19:23 ; Search time 23428 Seconds 

(without alignments) 
9194.181 Million cell updates/sec 

Title: US- 10- 723 -361-3 

Perfect score: 13101 

Sequence: 1 MAISSRLALWEQKIREEDKS PGTGRKDDDVAS IMKKYLQK 2568 



Scoring table: 



BLOSUM62 
Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 0 . 5 

Ygapext 0 . 5 

Fgapext 7 . 0 

Delext 7.0 



Searched: 



48236798 seqs , 27959665780 residues 



Total number of hits satisfying chosen parameters: 



96473596 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Command line parameters: 
-M0DEL=frame+_p2n. model -DEV=xlh 

-Q=/abss/ABSSWEB__spool/US107233 61/runat_26062006_061906_2 7793/app_query.fasta_l 
-DB=EST -QFMT=fastap -SUFFIX=rst -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits - START =1 -END=-1 -MATRIX=blosum62 - TRANS = human 4 0 .cdi -LIST=45 
-DOCALIGN=2 00 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MODE = LOCAL 
-OUTFMT=pto -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 -HOST=abss03h 
-USER=US107233 61_@CGN_l_l_6323_@runat_26062 006_061906_27793 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=120 
- WARN_T I MEOUT =30 - THREADS =1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP=6 -FGAPEXT=7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 



EST:* 


1 


gb_estl : * 


2 


gb_est3 : * 


3 


gb_est4 : * 


4 


gb_est5 :* 


5 


gb_est6 :* 


6 


gb_htc:* 


7 


gb_est2 : * 


8 


gb_est7 :* 


9 


gb_est8 : * 


10: gb_est9:* 


11: gb_gssl:* 


12 : gb_gss2 : * 


13: gb_gss3:* 


14 : gb_gss4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 



http://es/ScoreAccessWeb/GetItem.action?AppId=l 072336 1 &seqld=547 1 48&ItemName=us. . . 8/29/06 



SCORE Search Results Details for Application 10723361 and Search Result us-10-723-3... Page 2 of 2 



and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



Wo . 


Score 


Match Length DB 


ID 


Dpsrrint ion 


1 


8851 


67 


.6 


6243 


14 


DO03 8526 


DOQ"i8S06 Homo sani 


2 


5899 


45 


.0 


6243 


14 


DO038527 


DO038527 Pan troal 


3 


3704 . 5 


28 


.3 


7525 


6 


CR933614 


CR933 614 Homo saoi 


4 


3620 . 5 


27 


.6 


6340 


6 


AK147584 


AK1 4 7^84 Miir ttvlirou 


5 


3618 


27 


.6 


6179 


6 


AK171342 


AK1 71*34? Mns miisru 




3544 


27 


.1 


6129 


14 


DO054174 


HO0R41 74 Homo qani 


7 


3343 


25 


.5 


2833 


6 


AK0 16515 


nrvu XU J U I'lUiS 1 1 1 Li. o ^ n 


8 


3317 


25 


.3 


2324 


6 


PR749556 


CR74 9 5S6 Homo sani 


9 


2608 


19 


.9 


2512 


6 


AK077135 


AK077T1R Mus mnqrn 


10 


2166 . 5 


16 


.5 


6129 


14 


DO054175 


DO054175 Pan troal 


11 


1912 


14 


.6 


2684 


6 


AK137574 


AK1^7R74 Miiq mnqpn 


12 


1595 


12 


.2 


2133 


6 


CR615876 


CR615876 full-lena 

J. J U / VJ X U.X X X wilvj 


13 


1349 


10 


.3 


859 


5 


CF551892 


CF5518 92 AGENCOURT 


14 


1306 . 5 


10 


.0 


7762 


6 


AK147567 


AK147567 Mus mnsni 


15 


1272 


9 


.7 


903 


10 


DV932484 


DV932484 LB03025 C 


16 


1268 .5 


9 


.7 


7365 


6 


AK147407 


AK14 74 07 Mns mil son 


17 


1262 .5 


9 


.6 


6275 


6 


AK029236 


AK02 923 6 Mus muscu 


18 


1262 


9 


.6 


7410 


6 


AK147211 


ATC1 47011 Miiq mnqni 


19 


1260 . 5 


9 


.6 


7371 


6 


AK147208 


ATC1 47008 Mnq rmiqr'ii 

rtl\11 / x w O rlUO ILLUov^U 


20 


1260 . 5 


9 


.6 


7372 


6 




2\JC1 474*^0 Mi i a mi icpii 


21 


1259 . 5 


9 


.6 


7350 


6 


AK147222 


ATO 47009 Mnq mncni 


22 


1259 . 5 


9 


.6 


7354 


6 


AK147203 


AK'1479fl'*l Mhq mncsr'n 

r"lIYX*± / Z v j 1 T J U. o HIUbLU 


23 


1259 . 5 


9 


.6 


7359 


6 


AK14 7223 


f*ii\.X*i /xxO l T ldo lllUoLU 


24 


1259 . 5 


9 


.6 


7362 


6 


AK147209 


AK147909 Mil*-? mnqni 


25 


1259 . 5 


9 


.6 


7362 


6 


AK147233 


nMI / x J J IHUo lllU.OL.Li 


26 


1259 . 5 


9 


.6 


7363 


6 


AK147206 




27 


1259 . 5 


9 


.6 


7366 


6 


AK147210 




28 


1259 .5 


9 


.6 


7366 


6 


AK147235 




29 


1259 .5 


9 


.6 


7366 


6 


AK147296 


x*4.i\.x«± / x u riLio iiiu.ov_.L4. 


30 


1259 


9 


.6 


7304 


6 


AK147216 


2Vin 4701 ^ Mi i o mnapn 
■MiN-i-i / x ± D l v lU>o lilUSCU 


31 


1259 


9 


.6 


7309 


6 


AK147221 


2Vlf1 4700 1 Mi i a mi iar<n 


32 


1259 


9 


.6 


7353 


6 


AK147215 

nun / x x _/ 


2W14701 t-i Mi i a mi i a r>i i 


33 


1248 


9 


.5 


941 


3 


B0931968 




34 


1192 . 5 


9 


. 1 


730 


4 


BX646937 




35 


1188.5 


9 


.1 


6054 


6 


AK169198 


AK169198 Mus muscu 


36 


1188 .5 


9 


.1 


6054 


6 


AK169371 


AK169371 Mus muscu 


37 


1188.5 


9 


. 1 


6055 


6 


AK147031 


AK147 031 Mus muscu 


38 


1178.5 


9 


. 0 


5814 


14 


DQ052207 


DQ0522 07 Homo sapi 


39 


1177 .5 


9 


.0 


6062 


6 


HSM802948 


BX510904 Homo sapi 


40 


1176 .5 


9 


.0 


4465 


6 


AK137226 


AK13722 6 Mus muscu 


41 


1168 


8 


.9 


5495 


14 


AY407957 


AY407957 Mus muscu 


42 


1166 


8 


.9 


5504 


14 


AY407955 


AY407955 Homo sapi 


43 


1160.5 


8 


.9 


5820 


14 


DQ029772 


DQ02 9772 Homo sapi 


44 


1156.5 


8 


.8 


969 


4 


BY716194 


BY716194 BY716194 


45 


1133 


8 


.6 


5838 


14 


DQ037834 


DQ037834 Homo sapi 
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GenCore version 5.1.9 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: June 26, 2006, 08:12:32 ; Search time 460 Seconds 

(without alignments) 
5164.000 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-723-361-3 
13101 

1 MAISSRLALWEQKIREEDKS PGTGRKDDDVAS IMKKYLQK 2568 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



2849598 seqs , 925015592 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing.* Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



2849598 



Database : UniProt_7 . 2 : * 

1 : uniprot_sprot : * 
2 : uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


13059.5 


99. 


.7 


2567 


1 


MY 1 8 B_HUMAN 


Q8iug5 


homo sapien 


2 


13037 


99, 


.5 


2566 


2 


Q5TF64_HUMAN 


Q5tf64 


homo sapien 


3 


4212 


32. 


.2 


1972 


2 


Q4S1U4_TETNG 


Q4slu4 


tetraodon n 


4 


3668.5 


28. 


.0 


2046 


2 


Q5W9G1_HUMAN 


Q5w9gl 


homo sapien 


5 


3668 .5 


28. 


. 0 


2054 


1 


MY 1 8 A_HUMAN 


Q92614 


homo sapien 


6 


3653 


27. 


.9 


2039 


2 


Q5H9U3_HUMAN 


Q5h9u3 


homo sapien 


7 


3624.5 


27, 


.7 


1715 


2 


Q5W9F9_HUMAN 


Q5w9f 9 


homo sapien 


8 


3600.5 


27, 


.5 


2035 


1 


MY18A_M0USE 


Q9jmh9 


mus musculu 


9 


3600.5 


27, 


.5 


2035 


2 


Q5SYP0_MOUSE 


QSsypO 


mus musculu 


10 


3600 


27, 


.5 


2050 


2 


Q5SYN9JVIOUSE 


Q5syn9 


mus musculu 


11 


3572 


27, 


.3 


1700 


2 


Q3TBB2_MOUSE 


Q3tbb2 


mus musculu 


12 


3571.5 


27. 


.3 


1722 


2 


Q3UH48_MOUSE 


Q3uh48 


mus musculu 


13 


3462 


26. 


.4 


1998 


2 


Q5SYP1JVIOUSE 


Q5sypl 


mus musculu 


14 


3322 


25. 


.4 


1581 


2 


Q5QD0 INHUMAN 


Q5qd01 


homo sapien 


15 


3317 


25. 


.3 


668 


2 


Q68D67_HUMAN 


Q68d67 


homo sapien 


16 


3182 


24, 


.3 


2754 


2 


Q4T1L1_TETNG 


Q4tlll 


tetraodon n 


17 


3112.5 


23, 


,8 


745 


2 


Q9D4I1_M0USE 


Q9d4il 


mus musculu 


18 


2327 


17, 


,8 


457 


2 


Q8N903_HUMAN 


Q8n903 


homo sapien 


19 


2197 


16. 


.8 


2028 


2 


Q9VEZ0_DROME 


Q9vez0 


drosophila 


20 


2165 


16. 


.5 


2209 


2 


Q8INC4_DROME 


Q8inc4 


drosophila 
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21 


2156.5 


16 


.5 


2089 


2 


Q8INC3_DROME 


Q8inc3 drosophila 


22 


1973. 5 


15 


.1 


1858 


2 


Q5TVZ3 ANOGA 


Q5tvz3 anopheles g 


23 


1933 


14 


.8 


1909 


2 


Q7QHD4 ANOGA 


Q7qhd4 anopheles g 


24 


1911. 5 


14 


.6 


873 


2 


Q3UV60 MOUSE 


Q3uv60 mus musculu 


25 


1699 


13 


.0 


1357 


2 


Q4S8N2~ TETNG 


Q4s8n2 tetraodon n 


26 


1320 


10 


.1 


1972 


1 


MYH11 RABIT 


P3574 8 oryctolagus 


27 


1319 


10 


.1 


1972 


1 


MYH11 MOUSE 


008638 mus musculu 


28 


1314.5 


10 


.0 


1972 


2 


Q8R384 MOUSE 


Q8r384 mus musculu 


29 


1313. 5 


10 


.0 


1984 


2 


Q69ZX3_MOUSE 


Q69zx3 mus musculu 


30 


1309 


10 


.0 


2016 


2 


Q7PF90_ANOGA 


Q7pf90 anopheles g 


31 


1304.5 


10 


.0 


1978 


1 


MYH11_CHICK 


P10587 gallus gall 


32 


1302.5 


9 


.9 


1938 


2 


Q3MIV8_HUMAN 


Q3miv8 homo sapien 


33 


1302.5 


9 


.9 


1972 


1 


MYH1 INHUMAN 


P35749 homo sapien 


34 


1297 


9 


.9 


1997 


2 


Q02015_CHICK 


Q02015 gallus gall 


35 


1296 


9 


.9 


1945 


2 


Q3MNF0 HUMAN 


Q3mnf0 homo sapien 


36 


1296 


9 


.9 


1979 


2 


Q3MNF1 HUMAN 


Q3mnfl homo sapien 


37 


1291 


9 


.9 


2007 


2 


Q789A4_CHICK 


Q789a4 gallus gall 


38 


1290 


9 


.8 


2018 


2 


Q4LE45 HUMAN 


04le45 homo saoien 


39 


1289.5 


9 


.8 


1976 


2 


Q789A6 CHICK 


0789a6 aallus aall 


40 


1288 


9 


.8 


2007 


2 


Q5SV64_MOUSE 


Q5sv64 mus musculu 


41 


1284.5 


9 


.8 


2013 


2 


Q3UH59_MOUSE 


Q3uh59 mus musculu 


42 


1283.5 


9 


.8 


1986 


2 


Q789A5_CHICK 


Q789a5 gallus gall 


43 


1280.5 


9 


.8 


1976 


1 


MYH1 0_HUMAN 


P35580 homo sapien 


44 


1280.5 


9 


.8 


1976 


1 


MYH10JVIOUSE 


Q61879 mus musculu 


45 


1272.5 


9 


.7 


1976 


1 


MYH10_RAT 


Q9jlt0 rattus norv 
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GenCore version 6.1 



Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus__p2n model 



Run on: 



July 25, 2006, 14:53:11 ; Search time 8337 Seconds 

(without alignments) 
5677.339 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-723-361-3 
13101 

1 MAISSRLALWEQKIREEDKS 



PGTGRKDDDVAS IMKKYLQK 2 568 



Scoring table: 



BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6 . 0 



Xgapext 0 . 5 

Ygapext 0 . 5 

Fgapext 7 . 0 

Delext 7.0 



Searched: 



18892170 seqs, 6143817638 residues 



Total number of hits satisfying chosen parameters: 



37784340 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

-THR=4 -M0DEL=frame+_p2n. model -DEV=SOFT 

-Q=/abss/ABSSWEB_beta__spool/US10723361/runat_23072006_172625_18748/app_query .fasta_l 

-DB=Published_Applications_NAJYIain -QFMT=fastap -SUFFIX=rnpbm -MINMATCH=0 . 1 

-LOOPCL=0 -LOOPEXT=0 -UNITS=bits - START = 1 -END=-1 -MATRIX=blosum62 

- TRANS =human4 0 . cdi -LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 

-THR_MIN=0 -ALIGN=15 - MODE = LOCAL -OUTFMT=pto -NORM=ext -HEAPSIZE=0 -MINLEN=0 

-MAXLEN=2000000000 -MINDBSEQLEN= 1 -HOST=adl 

-USER=US10723361_@CGN_l_l_6147__@runat_23072 006_172625_18748 -NCPU=6 -NO_MMAP 
-NEG_SCORES=0 -WAIT -LONGLOG -MINDIST=0 -XGAPOP=10 -XGAPEXT=0.5 -FGAP0P=6 
-FGAPEXT =7 -YGAPOP=10 -YGAPEXT=0.5 -DEL0P=6 -DELEXT=7 

Database : Published_Applications_NA_Main: * 



1: /EMC_Celerra_SIDS3/ptodata/2/pubpna/US07_PUBCOMB. seq: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US08_PUBCOMB. seq: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US09A_PUBCOMB.seq: * 
4 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US09B_PUBCOMB.seq:* 
5 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US09C_PUBCOMB.seq: * 
6 : /EMC__Celerra_SIDS3/ptodata/2/pubpna/US10A_PUBCOMB.seq: * 
7 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10B_PUBCOMB. seq: * 
8 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10C_PUBCOMB.seq:* 
9 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10D_PUBCOMB.seq: * 
10: /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10E_PUBCOMB. seq: * 
11: /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10F_PUBCOMB. seq: * 

12 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10G_PUBCOMB. seq: * 

13 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/USllA_PUBCOMB. seq: * 

14 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/USllB_PUBCOMB. seq: * 

15 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/USllC_PUBCOMB. seq: * 
16 : /EMC_Celerra__SIDS3/ptodata/2/pubpna/USllD_PUBCOMB. seq: * 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



Jo. 


Score 


Match Length DB 


ID 


Description 


1 


13101 


100 


.0 


7707 


3 


US-09-866-108-2 


Sequence 2, Appli 


2 


13101 


100 


.0 


7707 


8 


US-10-723-361-2 


Sequence 2, Appli 


3 


13101 


100 


.0 


8117 


3 


US-09-866-108-1 


Sequence 1, Appli 


4 


13101 


100 


.0 


8117 


8 


US-10-723-361-1 


Sequence 1, Appli 


5 


7911 


60 


.4 


4916 


3 


US-09-866-108-5 


Sequence 5, Appli 


6 


7911 


60 


.4 


4916 


8 


US-10-723-361-5 


Sequence 5, Appli 


7 


4799 


36 


.6 


2953 


3 


US-09-866-108-4 


Sequence 4 , Appli 


8 


4799 


36 


.6 


2953 


8 


US-10-723-361-4 


Sequence 4, Appli 


9 


3730 


28 


.5 


7597 


16 


US- 11-122 -32 9-106 


Sequence 106, App 


10 


3727 . 5 


28 


.5 


7557 


8 


US-10-473-574-46 


Sequence 46, Appl 


11 


3645 . 5 


27 


.8 


6524 


7 


US-10-080-334-41 


Sequence 41, Appl 


12 


2561 


19 


.5 


1736 


7 


US -10 -108 -2 6 OA- 981 


Sequence 981, App 


13 


2294 


17 


. 5 


1314 


3 


US-09-866-108- 15667 


Sequence 15667, A 


14 


2294 


17 


.5 


1314 


8 


US-10- 723-361- 15667 


Sequence 15667, A 


15 


2243 .5 


17 


.1 


4714 


10 


US- 10- 450 -763 -8089 


Sequence 8 089, Ap 


16 


2143 .5 


16 


.4 


4941 


13 


US-11-097-143-25895 


Sequence 25895, A 


17 


2113 .5 


16 


.1 


5121 


13 


US- 11- 097 -14 3 -40823 


Sequence 40823, A 


18 


2100 


16 


.0 


1465 


3 


US- 09 -864 -76 1-9685 


Sequence 9685, Ap 


19 


2095 


16 


.0 


1246 


3 


US-09-866-108 -15706 


Sequence 15706, A 


20 


2095 


16 


.0 


1246 


8 


US- 10 -723 -3 61 -15706 


Sequence 15706, A 


21 


1620 


12 


.4 


934 


7 


US-10-029-386-25123 


Sequence 25123, A 


22 


1456 


11 


.1 


853 


3 


US-09-864-761-17049 


Sequence 17049, A 


23 


1456 


11 


.1 


853 


3 


US- 09 -864 -761-26093 


Sequence 26093 , A 


24 


1456 


11 


.1 


853 


7 


US- 10 -02 9 -3 86 -24808 


Sequence 24808, A 


25 


1350.5 


10 


.3 


6900 


6 


US- 10 -171 -3 11 -163 


Sequence 163, App 


26 


1350.5 


10 


.3 


6900 


8 


US-10-764-425-13 


Sequence 13 , Appl 


27 


1350 . 5 


10 


.3 


6900 


15 


US- 11- 000- 688 -1142 


Sequence 1142, Ap 


28 


1349 .5 


10 


.3 


6861 


6 


US- 10 -171 -3 11 -161 


Sequence 161, App 


29 


1349.5 


10 


.3 


6861 


7 


US-10-341-434-102 


Sequence 102, App 


30 


1349 . 5 


10 


.3 


6861 


10 


US- 10- 923 -035 -18 


Sequence 18, Appl 


31 


1343 


10 


.3 


6187 


10 


US -10 -995-561-144 


Secruence 144 . Adtd 


32 


1343 


10 


.3 


6925 


10 


US -10- 995-561 -145 


Secruence 145 Add 


33 


1340.5 


10 


.2 


6148 


10 


US-10-995-561-147 


Sequence 147, App 


34 


1340.5 


10 


.2 


6886 


10 


US-10-995-561-149 


Sequence 149, App 


35 


1336.5 


10 


.2 


6025 


10 


US-10-995-561-143 


Sequence 143, App 


36 


1334.5 


10 


.2 


5937 


3 


US-09-927-597-3 


Sequence 3, Appli 


37 


1334.5 


10 


.2 


5937 


10 


US-10-486-057-3 


Sequence 3, Appli 


38 


1333 


10 


.2 


5835 


3 


US-09-927-597-1 


Sequence 1, Appli 


39 


1333 


10 


.2 


5835 


10 


US-10-486-057-1 


Sequence 1, Appli 


40 


1332.5 


10 


.2 


6185 


10 


US-10-995-561-146 


Sequence 146, App 


41 


1319 


10 


. 1 


7666 


15 


US-11-069-834-51 


Sequence 51, Appl 


42 


1313.5 


10 


.0 


11065 


6 


US-10-116-802-14 


Sequence 14, Appl 


43 


1306.5 


10 


.0 


7619 


15 


US-11-069-834-53 


Sequence 53, Appl 


44 


1301.5 


9 


.9 


7596 


3 


US-09-954-456-2215 


Sequence 2215, Ap 


45 


1301.5 


9 


.9 


7596 


8 


US-10-641-643-1463 


Sequence 1463, Ap 
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